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PRELIMINARY AMENDMENT 

Dear Sir: 

Prior to the examination of the above -referenced 
application, kindly amend the application as follows: 



IN THE CLAIMS 

Kindly cancel claim 48 

Kindly amend the following claims : 

1. (Amended) An isolated nucleic acid molecule 

encoding a polypeptide wherein the nucleic acid 

sequence of the nucleic acid molecule is selected 
from: . 



) a nucleic acid encoding a protein having 
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or 4 84, or encoding a functional equivalent, 

derivative or bioprecursor of said protein; 

) a nucleic acid molecule encoding a 

protein having an amino acid sequence which is 

more than 70% similar, preferably more than 
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80% similar, more preferably more than 90% 



similar and most preferably more than 97% 
similar to any of the amino acid sequences 
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(c) a nucleic acid molecule encoding a 

protein having an amino acid sequence which is 
more than 70% identical, preferably more than 
80% identical, more preferably more than 90% 
identical and most preferably more than 97% 
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identical to any of the amino acid sequences 
shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 
16, 18, 20, .22, 24, 26, 28, 30, 32, 34, 36, 
38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 
60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 
82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 
104, 106, 108,. 110, 112, 114, 116, 118, 120, 
122, 124, 126, 128, 130, 132, 134, 136, 138, 
140, 142, 144, 146, 148, 150, 152, 154, 156, 
158, 160, 162, 164, 166, 168, 170, 172, 174, 
176, 178, 180, 182, 184, 186, 188, 190, 192, 
194, 196, 198, 200, 202, 204, 206, 208, 210, 
212, 214, 216, 218, 220, 222, 224, 226, 228, 
230, 232, 234, 236, 238, 240, 242, 244, 246, 
248, 250, 252, 254, 256, 258, 260, 262, 264, 
266, 268, 270, 272, 274, 276, 278, 280, 282, 
284, 286, 288, 290, 292, 294, 296, 298, 300, 
302, 304, 306, 308, 310, 312, 314, 316, 318, 
320, 322, 324, 326, 328, 330, 332, 334, 336, 
338, 340, 342, 344, 346, 348, 350, 352, 354, 
356, 358, 360, 362, 364, 366, 368, 370, 372, 
37,4, 376, 378, 380, 382, 384, 386, 388, 390, 
392, 394, 396, 398, 400, 402, 404, 406, 408, 
410, 412, 414, 416, 418, 420, 422, 424, 426, 
428, 430, 432, 434, 436, 438, 440, 442, 444, 
446, 448, 450, 452, 454, 456, 458, 460, 462, 
464, 466, 468, 470, 472, 474, 476, 478, 480, 
482, or 484; 

(d) a nucleic acid molecule comprising a 

sequence as represented in any of SEQ ID NOs 
1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 
27, 29, 31, 33, 35, 37, 39, 41, 43, 45, 47, 
49, 51, 53, 55, 57, 59, 61, 63, 65, 67, 69, 
71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 
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93, 95, 97, 99, 101, 103, 105, 107, 109, HI, 
113, 115, 117, 119, 121, 123, 125, 127, 129, 
131, 133, 135, 137, 139, 141, 143, 145, 147, 
149, 151, 153, 155, 157,^ 159, 161, 163, 165, 
167, 169, 171, 173, 175, 177, 179, 181, 183, 
185, 187, 189, 191, 193, 195, 197, 199, 201, 
203, 205, 207, 209, 211, 213, 215, 217, 219, 
221, 223, 225, 227, 229, 231, 233, 235, 237, 
239, 241, 243, 245, 247, 249, 251, 253, 255, 
257, 259, 261, 263, 265, 267, 269, 271, 273, 
275, 277, 279, 281, 283, 285, 287, 289, 291, 
293, 295, 297, 299, 301, 303, 305, 307, 309, 
311, 313, 315, 317, 319, 321, 323, 325, 327, 
329, 331, 333, 335, 337, 339, 341, 343, 345, 
347, 349, 351, 353, 355, 357, 359, 361, 363, 
365, 367, 369, 371, 373, 375, 377, 379, 381, 
383, 385, 387, 389, 391, 393, 395, 397, 399, 
401, 403, 405, 407,. 409, 411, 413, 415, 417, 
419, 421,, 423, 425, 427, 429, 431, 433, 435, 
437, 439, 441, 443, 445, 447, 449, 451, 453, 
455, 457, 459, 461, 463, 465, 467, 469, 471, 
473, 475, 477, 479, 481 or 483; 
(e) a nucleic acid sequence which is more 

than 70% identical, preferably more than 80% 
identical, more preferably more than 90% 
identical and most preferably more than 97% 
identical to any of the nucleic acid sequences 
shown in SEQ ID NOs 1, 3, 5, 7, 9, 11, 13, 15, 
17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 
39, 41, 43, 45, 47, 49, 51, 53, 55, 57, 59, 
61, 63, 65, 67, 69, 71, 73, 75,, 77, 79, 81, 
83, 85, 87, 89, 91, 93, 95, 97, 99, 101, 103, 
105, 107, 109, 111, 113, 115., 117, 119, 121, 
123, 125, 127, 129, 131, 133, 135, 137, 139, 
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(f) or the functional fragment or complement 

thereof 



for the preparation of a medicament for treating 
diseases associated with yeast or fungi. 

2. (Amended) An isolated polypeptide which is 
involved in a pathway leading to programmed cell death 
of yeast or fungi, said polypeptide being selected 
from : 

(a) a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 2, 4, 6, 8, 
10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 
32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 
54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 
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76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 
98, 100, 102, 104, 106, 108, 110, 112, 114, 
116, 118, 120, 122, 124, 126, 128, 130, 132, 
134, 136, 138, 140, 142, 144, 146, 148, 150, 
152, 154, 156, 158, 160, 162, 164, 166, 168, 
170, 172, 174, 176, 178, 180, 182, 184, 186, 
188, 190, 192, 194, 196, 198, 200, 202, 204, 
206, 208, 210, 212, 214, 216, 218, 220, 222, 
224, 226,' 228, 230, 232, 234, 236, 238, 240, 
242, 244, 246, 248, 250, 252, 254, 256, 258, 
260, 262, 264, 266, 268, 270, 272, 274, 276, 
278, 280, 282, 284, 286, 288, 290, 292, 294, 
296, 298, 300, 302, 304, 306, 308, 310, 312, 
314, 316, 318, 320, 322, 324, 326, 328, 330, 
332, 334, 336, 338, 340, 342, 344, 346, 34&, 
350, 352, 354, 356, 358, 360, 362, 364, 366, 
368, 370, 372, 374, 376, 378, 380, 382, 384, 
386, 388, 390, 392, 394, 396, 398, 400, 402, 
404, 406, 408, 410,^ 412, 414, 416, 418, 420, 
422, 424, 426, 428, 430, 432, 434, 436, 438, 
440, 442,' 444, 446, 448, 450, 452, 454, 456, 
458, 460, 462, 464, 466, 468, 470, 472, 474, 
'476, 478, 480, 482, or 484, or encoding a 
functional equivalent, derivative or 

bioprecursor of said protein; 
(b) a protein having an amino acid sequence 
which is more than 70% similar, preferably- 
more than 80% similar, more preferably more 
than 90% similar and most preferably more than 
97% similar to any of the amino acid sequences 
shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 
16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 
38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 
60, 62, 64; 66, 68, 70, 72, 74, 76, 78, 80, 
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82, 84, 86, 88, 90, 92, 94, 96, 98, 100 



104, 106, 108, 110 

122, 124, 126, 128 

140, 142, 144, 146 

158, 160, 162, 164 

176, 178, 180, 182 

194, 196, 198, 200 

212, 214, 216, 218 

230, 232, 234, 236 

248, 250, 252, 254 

266, 268, 270, 272 

284, 286, 288, 290 

302, 304, 306, 308 

320, 322, 324', 326 

338, 340, 342, 344 

356, 358, 360, 362 

374, 376, 378, 380 

392, 394, 396, 398 

410, 412, 414, 416 

428, 430, 432, 434 

446, 448, 450, 452 



112 
130 
148 
166 
184 
202 
220 
238 
256 
274 
292 
310 
328 
346 
364 
382 
400 
418 
436 
454 
472 



114, 116 

132, 134 

150, 152 

168, 170 

186, 188 

204, 206 

222, 224 

240, 242 

258, 260 

276, 278 

294, 296 

312, 314 

330, 332 

348, 350 

366, 368 

384, 386 

402, 404 

420, 422 

438, 440 

456, 458 

474, 476 



118 
136 
154 
172 
190 
208 
226 
244 
262 
280 
298 
316 
334 
352 
370 
388 
406 
424 
442 
460 
478 



102, 
120, 
138, 
156, 
174, 
192, 
210, 
228, 
246, 
264, 
282, 
300, 
318, 
336, 
354, 
372, 
390, 
408, 
426, 
444 , 
462 , 
480, 



464, 466, 468, 470, 
482, or 484; 

(c) a protein having an amino acid sequence 
. which is more than 70% identical, preferably 
more than 80% identical, more preferably more 
than 90% identical and most preferably more 
than 97% identical to any of the amino acid 
sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 
12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 
34, 36, 38, 40, 42, 44, 46, 48, 50', 52, 54, 
56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 
78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 



100, 102, 104, 106, 108, 110, 112, 114, 116, 
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118, 120, 122, 124, 126, 128, 130, 132, 134, 
136, 138, 140, 142, 144, 146, 148, 150, 152, 
154, 156, 158, 160, 162, 164, 166, 168, 170, 
172, 174, 176, 178, 180, 182, 184, 186, 188, 
190, 192, 194, 196, 198, 200, 202, 204, 206, 
208, 210, 212, 214, 216, 218, 220, 222, 224, 
226, 228, 230, 232, 234, 236, 238, 240, 242, 
244, 246, 248, 250, 252, 254, 256, 558, 260, 
262, 264, 266, 268, 270, 272, 274, 276, 278, 
280, 282, 284, 286, 288, 290, 292, 294, 296, 
298, 300, 302, 304, 306, 308, 310, 312, 314, 
316, 318, 320, 322, 324, 326, 328, 330, 332, 
334, 336, 338, 340, 342, 344, 346, 348, 350, 
352, 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 378, 380, 382, 384, 386, 
388, 390, 392, 394, 396, 398, 400, 402, 404, 
406, 408, 410, 412, 414, 416, 418, 420, 422, 
424, 426, 428, 430, 432, 434, 436, 438, 440, 
442, 444, 446, 448, 450, 452, 454, 456, 458, 
460, 462, 464, 466, 468, 470, 472, 474, 476, 
478, 480, 482, or 484; or a functional 
fragment thereof 

for the preparation of a medicament for treating 

diseases associated with yeast or fungi. 

10. (Amended) A yeast or fungus comprising the nucleic 
acid of claim 1 wherein the yeast or fungus is 
selected from the group consisting of 
Sacchardmyces cerevisiae, schizosaccharomyces 
pombe, Candida albicans, or Aspergillus fumigatus . 

11. (Amended) A compound identifiable according to the 
method of claim 6 . 
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12. (Amended) A medicament comprising the 
compound according to claim 11. 

13. (Amended) A method for preparing a 
pharmaceutical composition for treating diseases 
associated with yeast or fungi comprising admixing a 
medicament according to claim 12 with a suitable 
pharmaceutically acceptable carrier. 

14. (Amended) A method for treating a yeast or 
fungal infection in a subject comprising the step of 
administering a compound according to claim 11. 

15. (Amended) A method for modifying the 
endogenic flora of humans and other mammals comprising 
the step of administering a compound according to 
claim 11, 

16. (Amended) The method of claim 14 wherein the 
yeast or fungal infection is an infection caused by 
the yeast or fungi selected from the group consisting 
of Candida spp., Aspergillus spp., Microsporum spp. , 
Trichophyton spp., Fusarium spp.. Zygomycetes spp., 
Botritis, spp., Cladosporium spp., Malassezia spp., 
Epidermophyton floccosum, Blastomyces dermatitidis , 
Coccidioides iimnitis, Histoplasma capsulatum, 
Paracoccidioides brasiliensis, Cryptococcus 
neofojrntans, and Sporothrix schenckii . 

17. (Amended) A nucleic acid sequence encoding a 
polypeptide which is involved in a pathway for 
programmed cell death of yeast or fungi selected from: 
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(a) a nucleic acid encoding a protein having an 

amino acid sequence as represented in any of SEQ 



ID NOs 286, 288, 290, 292, 2 


196, 


298, 


300, 


302, 


304, 


306, 


308, 


310, 


312, 


316, 


318, 


320, 


322, 


324, 


326, 


328, 


33 0, 


332, 


338, 


342, 


344, 


346, 


348, 


352, 


354, 


356, 


358, 


360, 


362, 


364, 


366, 


368, 


370, 


372, 


374, 


376, 


380, 


382, 


384, 


386, 


388, 


390, 


392, 


394, 


398, 


402, 


404, 


406, 


408, 


410, 


412, 


416, 


418, 


422, 


424 , 


426, 


428, 


43 0, 


432, 


434, 


436, 


438, 


440, 


442, 


444, 


446, 


448, 


450, 


452, 


454, 


476 


, 478, 


480, 


482 



or 484, or encoding a functional equivalent, 
derivative, or bioprecursor of said protein; 
(b) a nucleic acid molecule encoding a protein 

having an amino acid sequence which is more than 
70% similar, preferably more than 80% similar, 
more preferably more than 90% similar and most 
preferably more than 97% similar to any of the 
amino acid sequences shown in SEQ ID NOs 286, 



288, 


290, 


292 , 


296 , 


298, 


300, 


302 , 


304, 


306, 


3 08,' 


310, 


312 , 


316, 


318 , 


320, 


322, 


324, 


326, 


328, 


330, 


332, 


338, 


342 , 


344 , 


346, 


348 , 


352 , 


354 , 


356, 


358, 


360, 


362, 


364, 


366, 


368, 


370, 


372 , 


374 , 


376, 


380, 


382, 


384 , 


386, 


388, 


390, 


392, 


394, 


398, 


402, 


404, 


406, 


408 , 


410 , 


412 , 


416, 


418, 


422 , 


424 , 


426, 


428, 


430, 


432 , 


434 , 


436 , 


438, 


440 , 


442 , 


444 , 


44 6, 


448, 


450, 


452, 


454 , 


476, 


478, 


480, 


482 


or 48 


4; 




(c) 


a nucleic 


acid 


molecule 


encoding 


a protein 


having an 


amino acid sequence 


which is 


more 


than 



.70% identical, preferably more than 80% 
identical, more preferably more than 90% 
identical and most preferably more than 97% 
identical to any of the amino acid sequences 
shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 
300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 
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322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 
348," 352, 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 
392, 394, 398, 402, 404,- 406, 408, 410, 412, 416, 
418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 
440, 442, 444, 446, 448, 450, 452, 454, 476, 478, 
480, ,482 or 484; 

(d) a nucleic acid molecule comprising a 
sequence as represented in any of SEQ ID NOs 285, 
287, 289, 291, 295, 297, 299, 301, 303, 305, 307, 
309, 311, 315, 317, 319, 321, 323, 325, 327, 329, 
331, 337, 341, 343, 345, 347, 351, 353, 355, 357, 
359, 361, 363, 365, 367, 369, 371, 373, 375, 379, 
381, 383, 385, 387, 389, 391, 393, 397, 401, 403, 
405, 407, 409, 411, 415, 417, 421, 423, 425, 427, 
429, 431, 433, 435, 437, 439, 441, 443, 445, 447, 
449, 451, 453, 475, 477, 479, 481 or 483; 

(e) a nucleic acid sequence which is more than 
70% identical, preferably more' than 80% 
identical, more preferably more than 90% 
identical and most preferably more than 97% 
identical to any of the nucleic acid sequences 
shown in SEQ ID NOs 285, 287, 289, 291, 295, 297, 
299, 301, 303, 305, 307, 309, 311, 315, 317, 319, 
321, 323, 325, 327, 329, 331, 337, 341, 343, 345, 
347, 351, 353, 355, 357, 359, 361, 363, 365, 367, 
369, 371, 373, 375, 379, 381, 383, 385, 387, 389, 
391, 393, 397, 401, 403, 405, 407, 409, 411, 415, 
417, 421, 423, 425, 427, 429, 431, 433, 435, 437, 
439, 441, 443, 445, 447, 449, 451, 453, 475, 477, 
479, 481 or 483; or a functional fragment or 
complement thereof . 
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18. (Amended) A nucleic acid according to claim 
16 wherein the nucleic acid is derived from Candida 
albicans. 

20. (Amended) A nucleic acid sequence according to 
claim 17 which is mRNA. 

21. (Amended) A nucleic acid sequence according to 
claim 17 which is DNA. 

22 . (Amended) A nucleic acid sequence according to 
claim 17 which is cDNA. 

23. (Amended) An antisense molecule comprising a 
nucleic acid sequence capable of selectively 
hybridizing to the nucleic acid sequences according to 
claim 17 . . . 

24. (Amended) An isolated protein which is 
involved in a pathway for programmed cell death of 
yeast or fungi selected from: 



(a) a 


protein 


having an 


amino acid sequence as 


repre 


sented in 


any 


of SEQ ID 


NOs 


286, 


288, 


290, 


292, 


296, 


298, 


300, 


302 , 


304 , 


306, 


308 , 


310, 


312 , 


316, 


318, 


320, 


322, 


324, 


326, 


328, 


330, 


332, 


338, 


342, 


344, 


346, 


348, 


352, 


354 , 


356, 


358, 


360 , 


362 , 


364, 


366, 


3 68, 


370, 


372, 


374, 


376, 


380, 


382, 


384 , 


386, 


388, 


390, 


392, 


394, 


398, 


402, 


404, 


406, 


408, 


410, 


412, 


416, 


418, 


422, 


424, 


426, 


428, 


430, 


432 , 


434, 


436, 


438, 


440, 


442, 


444, 


446, 


448, 


450, 


452 , 


454, 


476, 


478, 480, 482 


or 


484, 


or < 


sncoding a 



functional equivalent, derivative or bioprecursor 
of said protein; 
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(b) a protein having an amino acid sequence which 
is more than 70% similar, preferably more than 
80% similar, more preferably more than 90% 
similar and most preferably more than 97% similar 
to any of the amino acid sequences shown in SEQ 
ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 
304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 
326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 
354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 
398, 402, 404, 406, 408, 410, 412, 416, 418, 422, 
424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 
444^ 446, 448, 450, 452, 454, 476, 478, 480, 482 
or 4 84; ^ 

(a) a protein having an .amino acid sequence which 
is more than 70% identical, preferably more than 
80% identical, more preferably more than 90% 
identical and most preferably more than 97% 
identical to any of the amino acid sequences 
shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 
300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 
322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 
348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 
392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 
418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 
440, 442, 444, 446, 448, 450, 452, 454, 476, 478, 
480, 482 or 484; or a functional fragment 
thereof . 

25. (Amended) An expression vector comprising a 
nucleic acid sequence according to claim 17. 
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27. (Amended) An expression vector according to claim 
2 5 which comprises a sequence encoding a reporter 
molecule . 

28. (Amended) A host cell transformed, transfected or 
infected with the vector of claim 25. 

29. (Amended) A nucleic acid molecule according to 
claim 17 for use as a medicament. 

33. (Amended) A pharmaceutical composition comprising 
an antibody according to claim 31. 

34. (Amended) A method for treating a yeast or fungal 
infection comprising the step of administerng an 
antibody ■ according to claim 31, or an antibody 
capable of binding to at least one of the 
polypeptides as defined in claim 2 . 

35. (Amended) The method of claim 34 wherein the fungus 
is Candida albicans . 

36. (Amended) A nucleic acid probe which comprises a 
fragment of at least 15 contiguous nucleotides of a 
nucleic acid molecule as defined in claim 17 
wherein the nucleic acid probe selectively 
hybridises with the nucleic acid molecule. 

37. (Amended) A nucleic acid primer which comprises a 
fragment of at least 15 contiguous nucleotides of a 
nucleic acid molecule as defined in claim 17 
wherein the nucleic acid primer selectively 
amplifies any of said nucleic acid molecules. 
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38. (Amended) A genetically modified mammalian cell or 
non-human organism in which modification results in 
the overexpression or underexpression of at least 
one of the nucleic acids of claim 1 or a human 
homologue thereof or at least one of the 
polypeptides of claim 2 or a human homologue 
thereof, which overexpression or underexpression of 
said nucleic acid or polypeptide prevents or delays 
apoptosis of said genetically modified mammalian 
cell or in said genetically modified non-human 
organism. 

39. (Amended) A method for identifying compounds for 
stimulating or inhibiting apoptosis comprising the 
use of at least one of the nucleic acid sequences 
of claim 1 or a human homologue thereof and/or at 
least one of the polypeptides of claim 2 or a human 
homologue thereof and/or a genetically modified 
mammalian cell or non-human organism according to 
claim 38. 

41. (Amended) A medicament comprising the compound 
according to claim 40. 

42. (Amended) A method for preparing a pharmaceutical 
composition for treating proliferative disorders or 
for preventing apoptosis in certain diseases 
comprising admixing a compound according to claim 4 0 
with a suitable pharmaceutically acceptable carrier. 

43. (Amended) A method for for treating proliferative 
disorders or for preventing apoptosis in comprising 
administering the compound of claim 4 0 to a subject in 
need thereof . 
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44. (Amended) A method for treating proliferative 
disorders or for the prevention of apoptosis 
comprising administering a nucleic acid molecule of 
claim 1 to a subject in need thereof. 

45. (Amended) A method for treating proliferative 
disorders or for the prevention of apoptosis 
comprising administering a polypeptide of claim 2 to a 
subject in need thereof. 

46. (Amended) A pharmaceutical composition comprising a 
nucleic acid molecule as defined in claim 1 or a human 
homologue thereof or a polypeptide as defined in claim 
2 . or a human homologue thereof together with a 
pharmaceutically acceptable carrier diluent or 
excipient therefor. 

, 47 . (Amended) A vaccine for immunizing mammals against 
proliferative disorders or for preventing apoptosis 
comprising least" one nucleic acid molecule as 
defined in claim 1 or a human homologue thereof or 
at least one polypeptide as defined in claim 2 or a 
human " analogue ^ thereof in a pharmaceutically 
acceptable carrier. 

51. (Amended) An expression vector according to claim 
49 which comprises a sequence encoding a reporter 
molecule. 

52 . (Amended) A host cell transformed, transfected or 
infected with the vector of claim 49. 
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REMARKS 



Claim 48 has been canceled. Claims 1, 2, 10-18, 
20-25, 27-29, 33-39, 41-47, 51 and 52 have been amended 
to better align them with U.S. Patent practice. The 
specification has been amended to incorporate the 
priority information for this Application and to 
include headings. These changes have been made to the 
substitute specification that is provided herewith. No 
new matter was added in incorporating the priority 
claims and headings. A substitute sequence listing has 
been provided along with a Computer Readable Form of 
the Sequence Listing. The undersigned hereby states 
that the Paper Copy and the Computer Readable Form are 
identical. No new matter has been added by these 
amendments. A version to show changes made to the 
claims accompanies this amendment. Favorable 
consideration of the remarks provided below is 
respectfully requested. Should the Examiner have any 
questions he or she is invited to contact the 
undersigned at the telephone number provided below. 



Johnson & Johnson 
One Johnson & Johnson Plaza 
New Brunswick, NJ 08933-7003 
(732) 524-6932 
Dated: December 26, 2 0 01 



Respectfully submitted. 




Myra H . McCormack 
Attorney for Applicants 
Reg. No. 36,602 
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10/030019 

m;'r.- 2 6 dec 2001 

VERSION TO SHOW CHANGES MADE 

1. (Amended') An isolated nucleic acid molecule encoding a polypeptid e wherein 
the [Use of a nucleic acid molecule encoding a polypeptide which is involved in a pathway 
eventually leading to programmed cell death of yeast or fungi and which] nucleic acid sequence 
of the nucleic acid molecule is selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in 
any of SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 
38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 
84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 
122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 
156, 158, 160, 162, 164, 166, 168,^170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 
190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 
224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 
258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 
292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 
326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 
360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 
394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 
428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 
462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, or 484, or encoding a 
functional equivalent, derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence which is 
more than 70% similar, preferably more than 80% similar, more preferably more than 
90% similar and most preferably more than 97% similar to any of the amino acid 
sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 
32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 
78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 1 10, 1 12, 1 14, 116, 
118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 
152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 
186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 
220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 
254, 256, 258, 260, 262, 264, 266, 268. 270, 272, 274, 276, 278, 280, 282, 284, 286, 
288, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 
322, 324, 326, 328, 330. 332, 334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 
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356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 
390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 
424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 
458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, or 484; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence which is 
more than 70% identical, preferably more than 80% identical, more preferably more 
than 90% identical and most preferably more than 97% identical to any of the amino 
acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 
30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 
76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 
116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 
150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 
184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 
218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 
252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 284, 
286, 288, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 
320, 322, 324, 326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 
354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 
388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 
422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 
456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482. or 484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ ID NOs 
1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 45, 47, 
49, 51, 53, 55, 57, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 93, 
95, 97, 99, 101, 103, 105, 107, 109, 111, 113, 115, 117, 119, 121, 123, 125, 127, 129, 
131, 133, 135, 137, 139, 141. 143. 145, 147. 149, 151. 153, 155, 157, 159, 161, 163, 
165, 167, 169. 171, 173, 175, 177, 179, 181. 183. 185, 187, 189, 191, 193, 195, 197, 
199, 201, 203, 205. 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 227, 229, 231, 
233, 235, 237, 239, 241, 243, 245, 247, 249, 251, 253, 255, 257, 259, 261, 263, 265, 
267, 269, 271, 273, 275, 277, 279, 281, 283, 285, 287, 289, 291, 293, 295, 297, 299, 
301, 303, 305, 307, 309, 311, 313, 315, 317, 319, 321, 323, 325, 327, 329, 331, 333, 
335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 355, 357, 359, 361, 363, 365, 367, 
369, 371, 373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 
403, 405, 407, 409, 411, 413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 433, 435, 
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437, 439, 441, 443, 445, 447, 449, 451, 453, 455, 457, 459. 461, 463, 465, 467, 469, 
471, 473, 475, 477, 479, 481 or 483; 

(e) a nucleic acid sequence which is niore than 70% identical, preferably more than 80% 
identical, more preferably more than 90% identical and most preferably more than 
97% identical to any of the nucleic acid sequences shown in SEQ ID NOs 1, 3, 5, 7, 
9, 1 1, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 45, 47, 49, 51, 53, 
55, 57, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 93, 95, 97, 99, 
101, 103, 105, 107, 109, 111, 113, 115, 117, 119, 121, 123, 125, 127, 129, 131, 133, 
135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 155, 151, 159, 161, 163, 165, 167, 
169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 189, 191, 193, 195, 197, 199, 201, 
203, 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 227, 229, 231, 233, 235, 
237, 239, 241, 243, 245, 247, 249, 251, 253, 255, 257, 259, 261, 263, 265, 267, 269, 
271, 273, 275, 277, 279, 281, 283, 285, 287, 289, 291, 293, 295, 297, 299," 301, 303, 
305, 307, 309, 311, 313, 315, 317, 319, 321, 323, 325, 327, 329, 331, 333, 335, 337, 
339, 341, 343, 345, 347, 349, 351, 353, 355, 357, 359, 361, 363, 365, 367, 369, 371, 
373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 405, 
407, 409, 41 1, 413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 433, 435, 437, 439, 
441, 443, 445, 447, 449, 451, 453, 455, 457, 459, 461, 463, 465, 467, 469, 471, 473, 
475, 477, 479, 481 or 483; [and] 

(f) or the functional fragment or complement thereof [a nucleic acid sequence encoding 
a functional fragment of any of the nucleic acid sequences as specified in a) to e), 

(g) the complement of any of the nucleic acid sequences as specified in a) to f),] 
for the preparation of a medicament for treating diseases associated with yeast or fungi. 

2. (Amended! An isolated [Use of a] polypeptide which is involved in a pathway 
[eventually] leading to programmed cell death of yeast or fungi, said polypeptide being selected 
fi-om : 

(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 2, 4, 
6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28. 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 
52, 54, 56, 58, 60, 62, 64, 66. 68, 70, 72, 74, 76. 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 
98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 
132, 134. 136, 138, 140, 142, 144, 146. 148, 150, 152, 154, 156, 158, 160, 162, 164, 
166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 
200, 202. 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 
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234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 
268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 300, 
302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 334, 
336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 
404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 
438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 
472, 474, 476, 478, 480, 482, or 484, or encoding a functional equivalent, derivative 
or bioprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, preferably 
more than 80% similar, more preferably more than 90% similar and most preferably 
more than 97% similar to any of the amino acid sequences shown in SEQ ID NOs 2, 
4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 
52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 
98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 
132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 
166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 
200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 
234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 
268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 300, 
302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 334, 
336, 338, 340, 342, 344, 346, 348, 350, 352. 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 
404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 
438, 440, 442, 444, 446. 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 
472. 474, 476, 478, 480, 482, or 484; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 80% identical, more preferably more than 90% identical and 
most preferably more than 97% identical to any of the amino acid sequences shown 
in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 
42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 
88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 
124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 
158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 
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192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 
226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 
260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 
294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 
328, 330, 332, 334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 
362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 
396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 
430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 
464, 466, 468, 470, 472, 474, 476, 478, 480, 482, or 484; or a functional fragment 
thereof [and, 

(d) a functional fragment of any of said proteins as defined in a) to c)], 
for the preparation of a medicament for treating diseases associated with yeast or fungi. 

10. (Amended) A [method according to any of claims 6 to 9 wherein said] yeast or 
fungus comprising the nucleic acid of claim 1 wherein the yeast or fungus is selected from the 
group consisting of [is chosen from] Saccharomyces cerevisiae, Schizosaccharomyces pombe, 
Candida albicans^ or Aspergillus fumigatus. 

1 1 . (Amended) A coinpound identifiable according to the method of [any of] claim[s] 6 
[to9]. 

12. (Amended) A medicament comprising the compound according to claim 11 [for use 
as a medicament]. 

13. (Amended) A method for preparing a pharmaceutical composition for treating 
diseases associated with yeast or fungi comprising admixing a [compound] medicament 
according to claim 12 with a suitable pharmaceutically acceptable carrier. 

14. (Amended) A method for treating a veast or fungal infection in a subject comprising 
the step of administering [Use of] a compound according to claim 1 1 [or 12 for the preparation of 
a medicament for treating diseases associated with yeast and fungi] . 

15. (Amended) A method for [Use of a compound according to claim 11 or 12 or a 
genetically modified organism as defined in claim 5 for the preparation of a medicament for] 
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modifying the' endogenic flora of humans and other mammals comprising the step of 
administering a compound according to claim 1 1 . 

16. (Amended) The method of claim 14 wherein the veast or fungal infection is an 
infection caused by the veast or fungi selected from the group consisting o f [Use of a compound 
according to claim 12 where the yeast or fungus is chosen from] Candida spp., Aspergillus spp., 
Microsporum spp.. Trichophyton spp., Fusarium spp., Zygomycetes spp., Botritis, spp., 
Cladosporium spp., Malassezia spp., Epidermophyton floccosum, Blastomyces dermatitidis, 
Coccidioides immitis, Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus 
neoformans, and Sporothrix schenckii. 

17. (Amended) A nucleic acid sequence encoding a polypeptide which is involved in a 
pathway for programmed cell death of yeast or fungi selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in any of 
SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 318, 
320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 
364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 
406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 
446, 448, 450, 452, 454, 476, 478, 480, 482 or 484, or encoding a functional equivalent, 
derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence which is 
more than 70% similar, preferably more than 80% similar, more preferably more than 
90% similar and most preferably more than 97% similar to any of the amino acid 
sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 
310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 
356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 
394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 
438, 440, 442, 444, 446, 448, 450, 452, 454, 476, 478, 480, 482 or 484; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence which is more 
than 70% identical, preferably more than 80% identical, more preferably more than 90% 
identical and most preferably more than 97% identical to any of the amino acid sequences 
shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 
316, 318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 
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360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 
402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 
442, 444, 446, 448, 450, 452, 454, 476, 478, 480, 482 or 484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ ID NOs 
285, 287, 289, 291, 295, 297, 299, 301, 303, 305, 307, 309, 311, 315, 317, 319, 321, 323, 
325, 327, 329, 331, 337, 341, 343, 345, 347, 351, 353, 355, 357, 359, 361, 363, 365, 367, 
369, 371, 373, 375, 379, 381, 383, 385, 387, 389, 391, 393, 397, 401, 403, 405, 407, 409, 
41 1, 415, 417, 421, 423, 425, 427, 429, 431, 433, 435, 437, 439, 441, 443, 445, 447, 449, 
451, 453, 475, 477, 479, 481 or 483; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more than 80% 
identical, more preferably more than 90% identical and most preferably more than 97% 
identical to any of the nucleic acid sequences shown in SEQ ID NOs 285, 287, 289, 291, 
295, 297, 299, 301, 303, 305, 307, 309, 311, 315, 317, 319, 321, 323, 325, 327, 329, 331, 
337, 341, 343, 345, 347, 351, 353, 355, 357, 359, 361, 363, 365, 367, 369, 371, 373, 375, 
379, 381, 383, 385, 387, 389, 391, 393, 397, 401, 403, 405, 407, 409, 411, 415, 417, 421, 
423, 425, 427, 429, 431, 433, 435, 437, 439, 441, 443, 445, 447, 449, 451, 453, 475, 477, 
479, 481 or 483; or a functional ti agrnent or complement thereof [and, 

(f) a nucleic acid sequence encoding a functional fragment of any of the nucleic acid 
sequences as specified in a) to e), 

(g) the complement of any of the nucleic acid sequences as specified in a) to e)]. 

18. (Amended) A nucleic acid according to claim 16 [characterized in that it is] wherein 
the nucleic acid is derived from Candida albicans. 

20. (Amended) A nucleic acid sequence according to [any of] claim 17 [to 19] which is 
mRNA 

21. (Amended) A nucleic acid sequence according to [any of] claim [s] 17 [to 19] which 

isDNA. 

22. (Amended) A nucleic acid sequence according to [any of] claim[s] 17 [to 19] which is 

cDNA. 
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23. (Amended) An antisense molecule comprising a nucleic acid sequence capable of 
selectively hybridizing to the nucleic acid sequences according to [any of] ciaim[s] 17 [to 
22]. 

24. (Amended) An isolated protein which is involved in a pathway for programmed cell 
death of yeast or fungi selected from: 

(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 286, 288, 
290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 326, 328, 
330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 
418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 
476, 478, 480, 482 or 484, or encoding a functional equivalent, derivative or bioprecursor 
of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, preferably more 
than 80% similar, more preferably more than 90% similar and most preferably more than 
97% similar to any of the amino acid sequences shown in SEQ ID NOs 286, 288, 290, 
292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 
332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 
376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 
422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 476, 
478, 480, 482 or 484; 

(a) a protein having an amino acid sequence which is more than 70% identical, preferably 
more than 80% identical, more preferably more than 90% identical and most preferably 
more than 97% identical to any of the amino acid sequences shown in SEQ ID NOs 286, 
288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 326, 
328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 
372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 
416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 
454, 476, 478, 480, 482 or 484; or a functional fragment thereof [and,] 

(b) [a functional fragment of any of said proteins as defined in a) to c)] 

25. (Amended) An expression vector comprising a nucleic acid sequence according to [any 
of] claim[s] 17 [to23] . 
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27. (Amended) An expression vector according to claim 25 [or 26] which comprises a 
sequence encoding a reporter molecule. 

28. (Amended) A host cell transformed, transfected or infected with the vector of 
[any of] claim[s] 25 [to 27]. 

29. (Amended) A nucleic acid molecule according to [any of] claim[s] 17 [to 23] for 
use as a medicament. 

33. (Amended) A pharmaceutical composition comprising an antibody according to 
claim 31 [or 32]. 

34. (Amended) A method for treating a yeast or fungal infection comprising the step of 
administemg [Use of] an antibody according to claim 31 [or 32], or an antibody capable of 
binding to at least one of the pol3^eptides as defined in claim 2[, for the preparation of a 
medicament for treating diseases associated with yeast and fungi]. 

r 

35. (Amended) The [Use of an] method of claim 34 [antibody according to claim 34] 
wherein the fungus is Candida albicans. 

36. (Amended) A nucleic acid probe which comprises a fragment of at least 15 
contiguous nucleotides of a nucleic acid molecule as defined in claim 17 wherein the nucleic acid 
probe [and which] selectively hybridises with the [any of said] nucleic acid molecule[s]. 

37. (Amended) A nucleic acid primer which comprises a fragment of at least 15 
contiguous nucleotides of a nucleic acid molecule as defined in claim 17 wherein the nucleic acid 
primer [and which] selectively amplifies any of said nucleic acid molecules. 

38. (Amended) A genetically modified mammalian cell or non-human organism in which 
modification results in the overexpression or underexpression of at least one of the nucleic acids 
[as defined in] of claim 1 or a human homologue thereof or at least one of the polypeptides of [as 
defined in] claim 2 or a human homologue thereof, which overexpression or underexpression of 
said nucleic acid or polypeptide prevents or delays apoptosis of said genetically modified 
mammalian cell or in said genetically modified non-human organism. 
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39. (Amended) A method for identifying compounds for stimulating or inhibiting 
apoptosis comprising the use of at least one of the nucleic acid sequences of [as defined in] claim 
1 or a human homologue thereof and/or at least one of the polypeptides of [as defined in] claim 2 
or a human homologue thereof and/or a genetically modified mammalian cell or non-human 
organism according to claim 38. 

41. (Amended^ A medicament comprising the [A] compound according to claim 40 [for use 
as a medicament]. 

42. (Amended) A method for preparing a pharmaceutical composition for treating proliferative 
disorders or for preventing apoptosis in certain diseases comprising admixing a compound 
according to claim 40 [or 41] with a suitable pharmaceutically acceptable carrier. . 

43. (Amended) A method for [Use of a compound according to claim 40 or 41 for the preparation 
of a. medicament] for treating proliferative disorders or for preventing apoptosis in [certain 
disorders] comprising administering the compound of claim 40 to a subicct m need thereof . 

44. (Amended) A method for [Use of a nucleic acid molecule selected from any of the nucleic 
acid molecules as defined in claim 1 or a human homologue thereof for] treating proliferative 
disorders or for the prevention of apoptosis [in certain diseases] comprising administering a 
nucleic acid molecule of claim 1 to a subject in need thereof . 

45. (Amended) A method for [Use of a polypeptide selected from any of the polypeptides as 
defined in claim 2 or a human homologue thereof for] treating proliferative disorders or for 
the prevention of apoptosis [in certain diseases] comprising administering a polypeptide of 
claim 2 to a subject in need thereof . 

46. (Amended) A pharmaceutical composition [for use as a medicament for treating proliferative 
disorders or for the prevention of apoptosis in certain diseases] comprising a nucleic acid 
molecule as defined in claim 1 or a human homologue thereof or a polypeptide as defined in 
claim 2 or a human homologue thereof together with a pharmaceutically acceptable carrier 
diluent or excipient therefor. 
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47. (Amended) A vaccine for immunizing mammals against proliferative disorders or for 
preventing apoptosis [in certain diseases] comprising least one nucleic acid molecule as 
defined in claim 1 or a human homologue thereof or at least one polypeptide as defined in 
claim 2 or a human analogue thereof in a pharmaceutically acceptable carrier. 

51. (Amended) An expression vector according to claim 49 [or 50] which comprises a sequence 
encoding a reporter molecule. 

52. (Amended) A host cell transformed, transfected or infected with the vector of [any ofj 
claim[s] 49 [to 51]. 
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CELL DEATH RELATED DRUG TARGETS IN YEAST AND FUNGI 



Field of the Invention 

The present invention relates to the identification of genes and proteins 
5 encoded thereof from yeast and fungi whose expression is modulated upon 
programmed cell death and which genes, proteins or functional fragments and 
equivalents thereof may be used as selective targets for drugs to treat Infections 
caused by or associated with yeast and fungi or for the treatment of proliferative 
disorders or for the prevention of apoptosis in certain diseases. 

10 

Background of the Invention 

This invention claims priority from International Application Publication No. WO 
01/02550 entitled "Cell Death Related Drug Targets in Yeast and Fungi", filed July 3, 
2000 which claims priority from EPO Patent Application No. 99870141.1, filed July 1 
1 5 1999, the contents of which are hereby incorporated by reference. 

Invasive fungal infections (e.g. Candida spp, Aspergillus spp.. Fusarium spp.. 
Zygomycetes spp.) (Walsh. 1992) have emerged during the past two decades as 
important pathogens causing formidable morbidity and mortality in an increasingly 
diverse and progressively expanding population of immunocompromised patients. 
20 Those with the acquired immune deficiency syndrome (AIDS) constitute the most 
rapidly growing group of patients at risk for life-threatening mycosis. But fungal 
Infections have also increased in frequency in several populations of other susceptible 
hosts, including very-low-birth-weight infants, cancer patients receiving chemotherapy, 
organ transplant recipients, burn patients and surgical patients with complications. 
25 These fungal infections are not limited to humans and other mammals, but are 

also important in plants where they can cause diseases or cause the production of 
unwanted compounds (e.g. Fusarium spp., Aspergillus spp., Botritis spp., 
Cladosporium spp.). 

Although recent advances in antifungal chemotherapy have had an impact on 
30 these mycoses, expanding populations of immunocompromised patients will require 
newer approaches to antifungal therapy. The discovery of novel antifungal agents is 
thus an essential element of any new antifungal therapy. 

Classical approaches for identifying anti-fungal compounds have relied almost 
exclusively on inhibition of fungal or yeast growth as an endpoint. Libraries of natural 
35 products, semi-synthetic, or synthetic chemicals are screened for their ability to kill or 
arrest growth of the target pathogen or a related nonpathogenic model organism. 
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These tests are cumbersome and provide no information about a compound's 
mechanism of action. The promising lead compounds that emerge from such screens 
must then be tested for possible host-toxicity and detailed mechanism of action studies 
must subsequently be conducted to identify the affected molecular target. 
5 Cells from multicellular organisms can commit suicide in response to specific 

signals or injury by an intrinsic program of cell death. Apoptosis is a form of 
programmed cell death which leads to elimination of unnecessary or damaged cells. To 
sun/ive, all cells from multicellular organisms depend on the constant repression of this 
suicide program by signals from other cells (Raff, 1992). It has been assumed that 

10 such an altruistic form of cell survival arose with multicellularity and would have been 
counterselected in unicellular organisms. Recent findings indicate, however, that a 
similar process of cell survival also operates in single-celled eukaryotes. 

It has been found that expression of the mammalian Bax gene triggers cell 
death in Saccharomyces cerevisiae and the fission yeast Schizosaccharomyces 

15 pombe with morphological changes similar to apoptosis (Jurgensmeier et aL, 1997). 
However, the mechanism of Sax lethality in S. cerevisiae remains unclear. 

Since it has been discovered that the mammalian Bax gene triggers apoptotic 
changes in yeast (Ligr a/., 1998), this can be an indication that the molecular 
pathways eventually leading to programmed cell death may also be partially present in 

20 yeast cells and other unicellular eukaryotes. 

It is an aim of the present invention to provide nucleic acid as well as 
polypeptide sequences which represent potential molecular targets for the identification 
of new compounds which can be used in alleviating diseases or conditions associated 
with yeast or fungi infections, 

25 It is a further aim of the present invention to provide uses of these nucleic acid 

and amino acid molecules for the preparation of a medicament for treating diseases 
associated with yeast or fungi. 

It is also an aim of the invention to provide pharmaceutical compositions and 
vaccines comprising these nucleic acids or polypeptides. 

30 It is also an aim of the present invention to provide vectors comprising these 

nucleic acids, as well as host cells transfected or transformed with said vectors. 

It is also an aim of the invention to provide antibodies against these 
polypeptides, which can be used as such, or in a composition as a medicine for treating 
diseases associated with yeast and fungi. 

35 It is another aim of the invention to provide methods to selectively identify 

compounds capable of inhibiting or activating expression of such polypeptides in yeast 
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or fungi infections. The nucleic acid and polypeptide molecules alternatively can be 
incorporated into an assay or kit to identify these compounds. 

It is also an aim of the invention to provide a method of preventing infection with 
yeast or fungi. 

5 It is also an aim of the invention to provide probes and primers derived from the 

nucleic acid sequences of the invention. 

All the aims of the present invention have been met by the embodiments as set 

out below. 

Summary of the Invention 

10 The present inventors identified a range of specific nucleotide sequences which 

are involved in the molecular pathways eventually leading to programmed cell 
death.The present inventors were able to identify via macro array screening a range of 
genes involved in a pathway eventually leading to programmed cell death in the yeast 
Saccharomyces cerevisiae. As explained in Example 2, genes showing a difference of 

15 a factor 5 or more in expression as a result of Sax-induced cell death, were identified 
as differentially expressed candidate genes. Some of these genes are clearly down- 
regulated in a Sax-expressing strain, while other genes show an upregulated 
expression (Table 1). Example 3 describes a further experiment wherein the results of 
differential expression were analysed using the Pathways™ software and differentially 

20 expressed nucleic acid sequence were identified. 



FIGURE AND TABLE LEGENDS 
Figure 1. Saccharomyces cerevisiae sequences based on information obtained from 
the Saccharomyces Genome Database (SGD) (SEQ ID Nos 1 to 284) 
25 Figure 2. Candida albicans sequences (SEQ ID Nos 285 to 456). 

Figure 3 . Yeast genome macroarray containing a total of 6144 gene ORFs spotted 
on 2 nylon membrane filters. The filters are cut in the upper right corner for 
orientation and the DNA is on the labelled side of the filter. Each filter 
contains 2 fields and each field is divided into 8 grids, organised in 24 rows 
30 and 8 columns. 

The spots represent the genome wide expression profile without (A) and 
with (B) Sax modulated expression (Example 2). 
Figure 4, Results from a second experiment analogous and analysed as 
described in the examples section (Example 3). 

35 
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Detailed Description of the Invention 

According to a first embodiment, the invention relates to the use of a nucleic 
acid molecule encoding a polypeptide which is involved in a pathway eventually leading 
to programmed cell death of yeast or fungi and which nucleic acid sequence is selected 
5 from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in 
any of SEQ ID NOs 2, 4. 6. 8, 10, 12, 14, 16, 18, 20, 22, 24. 26, 28, 30. 32. 34, 36, 
38, 40. 42, 44, 46, 48, 50, 52. 54, 56, 58. 60. 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 
82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102. 104, 106. 108. 110, 112, 114, 116, 118. 

10 120. 122, 124, 126. 128. 130, 132. 134, 136, 138. 140, 142, 144, 146. 148. 150, 

1.52. 154, 156. 158, 160, 162, 164, 166, 168. 170, 172, 174, 176. 178, 180, 182. 

184, 186, 188, 190, 192. 194, 196, 198, 200. 202, 204. 206. 208. 210, 212, 214. 

216. 218. 220, 222, 224, 226. 228. 230, 232. 234, 236, 238, 240. 242, 244, 246. 

248. 250, 252, 254. 256. 258. 260. 262. 264. 266. 268. 270. 272, 274, 276. 278. 
15 280, 282. 284, 286, 288. 290, 292. 294, 296. 298, 300, 302. 304, 306, 308, 310. 

312. 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 334. 336. 338, 340, 342, 

344, 346, 348, 350. 352, 354, 356, 358, 360. 362. 364, 366, 368, 370. 372. 374. 

376, 378, 380. 382, 384, 386, 388. 390, 392, 394, 396, 398, 400, 402, 404, 406, 

408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 
20 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 

472, 474, 476, 478, 480, 482, or 484, or encoding a functional equivalent, 

derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence which 
is more than 70% similar, preferably more than 75% or 80% similar, more 

25 preferably more than 85%, 90% or 95% similar and most preferably more than 97% 

similar to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 
14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 
58, 60, 62. 64. 66, 68. 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 
102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 

30 134. 136. 138. 140. 142, 144, 146, 148, 150, 152. 154, 156, 158. 160, 162, 164. 

166. 168, 170, 172, 174, 176, 178. 180, 182. 184, 186. 188. 190. 192. 194. 196, 
198. 200, 202. 204, 206. 208. 210, 212, 214. 216. 218, 220, 222. 224. 226, 228, 
230. 232, 234, 236, 238, 240, 242, 244, 246. 248, 250. 252, 254. 256, 258, 260, 
262, 264, 266, 268. 270, 272, 274, 276. 278. 280. 282, 284, 286. 288, 290, 292. 

35 294. 296. 298, 300, 302, 304, 306, 308, 310. 312, 314. 316. 318, 320, 322, 324. 

326, 328. 330, 332, 334, 336. 338, 340, 342, 344, 346, 348, 350, 352. 354, 356. 
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358, 360. 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 
390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 
422, 424, 426, 428, 430, 432, 434, 436, 438. 440, 442, 444, 446, 448. 450, 452, 
454, 456. 458, 460, 462, 464. 466. 468, 470, 472. 474, 476. 478, 480. 482, or 484; 
5 (c) a nucleic acid molecule encoding a protein having an amino acid sequence which 
is more than 70% identical, preferably more than 75% or 80% identical, more 
preferably more than 85%. 90% or 95% identical and most preferably more than 
97% identical to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6. 8, 
10, 12, 14, 16, 18. 20. 22. 24. 26, 28. 30. 32. 34. 36. 38. 40. 42. 44, 46, 48, 50, 52. 

10 54. 56. 58, 60, 62, 64, 66, 68, 70, 72. 74. 76. 78, 80, 82. 84, 86. 88. 90. 92, 94, 96, 

98, 100. 102, 104, 106, 108, 110, 112, 114. 116, 118, 120, 122, 124, 126. 128, 130, 
132, 134. 136. 138, 140, 142, 144, 146, 148, 150, 152. 154, 156, 158, 160, 162, 
164, 166. 168. 170. 172. 174. 176, 178, 180, 182, 184, 186. 188, 190. 192. 194, 
196, 198. 200, 202, 204. 206. 208, 210. 212, 214, 216, 218. 220, 222, 224, 226. 

15 228, 230, 232, 234, 236. 238, 240, 242, 244. 246, 248. 250. 252. 254, 256, 258, 

260, 262. 264. 266, 268. 270, 272, 274. 276. 278. 280. 282. 284. 286. 288. 290. 
292, 294. 296. 298. 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322. 
324, 326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 354. 
356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 

20 388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 

420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 
452, 454, 456, 458. 460. 462. 464, 466, 468, 470, 472. 474, 476, 478, 480, 482, or 
484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ ID 
25 NOs 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 

45, 47, 49, 51, 53, 55, 57, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 
89, 91, 93, 95, 97, 99, 101. 103, 105, 107, 109, 1 1 1 , 1 13, 1 15, 1 17, 119, 121, 123, 
125, 127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 155, 
157, 159, 161, 163. 165. 167. 169. 171. 173. 175, 177, 179, 181. 183. 185. 187. 
30 189. 191, 193, 195, 197. 199, 201, 203. 205. 207, 209, 211. 213. 215, 217. 219. 

221. 223. 225. 227, 229, 231, 233, 235, 237, 239, 241, 243, 245. 247. 249. 251, 
253, 255, 257, 259, 261, 263. 265, 267, 269, 271, 273, 275. 277. 279. 281, 283. 
285, 287. 289, 291, 293, 295, 297. 299, 301, 303. 305. 307. 309. 311, 313, 315, 
317, 319. 321, 323, 325. 327, 329, 331, 333. 335. 337, 339, 341, 343. 345. 347, 
35 349, 351, 353, 355, 357. 359. 361. 363. 365. 367. 369. 371. 373. 375. 377, 379. 

381, 383, 385, 387, 389. 391, 393, 395. 397, 399. 401, 403. 405. 407, 409, 411, 
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413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 433, 435, 437, 439. 441, 443, 
445^ 447, 449, 451, 453 or 455; 
(e) a nucleic acid sequence which is more than 70% identical, preferably more than 75 
or 80% identical, more preferably more than 85%, or 90% or 95% identical and 
5 most preferably more than 97% identical to any of the nucleic add sequences 

shown in SEQ ID NOs 1. 3, 5, 7, 9, 11, 13. 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 
35. 37. 39, 41. 43. 45. 47. 49, 51, 53, 55, 57. 59. 61, 63. 65, 67, 69. 71, 73, 75, 77, 
79. 81. 83. 85, 87. 89, 91. 93. 95, 97. 99. 101, 103, 105. 107. 109. 111. 113. 115, 
117. 119, 121, 123, 125, 127. 129. 131, 133. 135, 137, 139. 141, 143, 145, 147, 
10 149, 151. 153, 155, 157, 159. 161, 163. 165. 167. 169. 171, 173, 175, 177, 179, 

181. 183. 185, 187, 189. 191, 193, 195, 197. 199. 201, 203, 205, 207, 209, 211, 
213, 215, 217. 219. 221, 223, 225, 227. 229, 231, 233, 235, 237, 239, 241, 243. 
245, 247. 249. 251. 253, 255, 257. 259. 261, 263, 265. 267, 269, 271, 273, 275, 
277, 279, 281. 283. 285, 287, 289, 291. 293, 295, 297, 299, 301, 303. 305, 307, 
15 309, 311, 313, 315. 317. 319. 321. 323, 325, 327, 329, 331, 333, 335, 337, 339, 

341, 343, 345. 347. 349, 351, 353, 355. 357, 359, 361, 363, 365, 367, 369, 371, 
373, 375, 377, 379, 381, 383, 385. 387, 389, 391. 393, 395, 397, 399, 401, 403. 
405, 407, 409, 411, 413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 433, 435. 
437, 439, 441, 443, 445, 447, 449, 451 , 453 or 455; 
20 (f) a nucleic acid sequence encoding a functional fragment of any of the nucleic acid 
sequences as specified in a) to e); and 
(g) the complement of any of the nucleic acid sequences as specified in a) to f), 
for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 

25 Sequence similarity searches were performed using the BLAST software 

package version 2. Identity and similarity percentages were calculated using 
BLOSUM62 as a scoring matrix. 

As known in the art, "similarity" between two polypeptides is determined by 
comparing the amino acid sequence and its conserved amino acid substitutes of one 

30 polypeptide to the sequence of a second polypeptide. Moreover, also known in the art 
is "identity" which means the degree of sequence relatedness between two polypeptide 
or two polynucleotide sequences as determined by the identity of the match between 
two strings of such sequences. Both identity and similarity can be readily calculated. 
While there exist a number of methods to measure identity and similarity between two 

35 polynucleotide or polypeptide sequences, the terms "identity" and "similarity" are well 
known to skilled artisans (Carillo and Upton. 1988). Methods commonly employed to 



determine identity or similarity between two sequences include, but are not limited to, 
those disclosed in "Guide to Huge Computers (Bishop, 1994) and Carillo and Lipton 
(1988). Preferred methods to determine identity are designed to give the largest match 
between the two sequences tested. Methods to determine identity and similarity are 
5 codified in computer programs. Preferred computer program methods to determine 
identity and similarity between two sequences include, but are not limited to, GCG 
program package (Devereux et aL, 1984), BLASTP, BLASTN and FASTA (Altschul et 
al, 1990). 

The nucleic acid sequences to be used according to this aspect of the invention 

10 from Saccharomyces cerevisiae are defined in SEQ ID NOs 1, 3, 5, 7, 9, 11, 13, 15, 
17. 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 45, 47. 49, 51, 53, 55. 57, 59, 61, 
63, 65, 67, 69. 71, 73. 75, 77. 79, 81. 83, 85. 87, 89. 91, 93. 95, 97. 99, 101, 103. 105, 
107, 109, 111, 113, 115, 117, 119, 121. 123. 125, 127, 129, 131, 133, 135, 137, 139, 
141, 143, 145. 147, 149, 151, 153, 155, 157, 159. 161. 163, 165, 167. 169, 171. 173. 

15 175, 177, 179. 181. 183. 185, 187, 189. 191, 193, 195, 197, 199. 201. 203, 205, 207, 
209, 211, 213, 215, 217. 219, 221. 223. 225, 227, 229, 231, 233, 235, 237, 239, 241, 
243, 245, 247. 249, 251, 253, 255. 257. 259, 261, 263, 265. 267, 269, 271, 273, 275, 
277, 279, 281. 283, 457. 459, 461, 463, 465. 467. 469, 471 and 473 . 

The invention also relates to nucleic acid sequences from Candida albicans, as 

20 represented by the SEQ ID NOs 285. 287. 289. 291, 293, 295, 297. 299, 301, 303, 
305, 307, 309, 311, 313, 315, 317, 319, 321, 323, 325, 327, 329, 331, 333, 335, 337, 
339, 341, 343, 345, 347. 349, 351. 353, 355, 357, 359, 361, 363, 365, 367, 369, 371, 
373, 375, 377. 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 405, 
407, 409, 411, 413, 415. 417, 419, 421, 423, 425, 427, 429, 431, 433, 435, 437, 439, 

25 441, 443. 445. 447, 449, 451, 453, 455, 475, 477, 479. 481. and 483. 

The expression "a pathway eventually leading to programmed cell death" refers 
to a sequence of steps ultimately leading to ceil death and which can be triggered at 
various steps in this pathway by various agents, such as Bax, Bak, CED4, hydrogen 
peroxide, diamide and farnesol. 

30 The yeast or fungi according to the invention may be, but are not restricted to, 

pathogenic yeast or fungi. As such, yeast or fungi may cause infections in healthy 
individuals as well as in immunocompromised patients. 

The expression "treating diseases associated with yeast and fungi" not only 
refers to diseases or infections caused by said organisms but also refers to allergic 

35 reactions caused by said organisms, such as the so-called "professional diseases" in, 
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for instance, bakery and brewery and that are caused by yeast or fungi which are 
commonly known as "non-pathogenic". 

The invention further relates to the use of nucleic acid sequence homologues of 
SEQ ID NOs 1, 3, 5, 7, 9, 11. 13, 15. 17, 19, 21. 23. 25, 27. 29. 31, 33. 35. 37. 39. 41. 
43, 45, 47, 49, 51, 53, 55, 57. 59. 61. 63. 65. 67. 69. 71. 73. 75. 77, 79. 81. 83. 85. 87. 
89, 91, 93, 95, 97. 99. 101. 103. 105. 107. 109. 111. 113, 115. 117. 119. 121. 123. 125. 
127, 129. 131, 133. 135. 137. 139. 141. 143, 145, 147, 149. 151, 153. 155. 157. 159, 
161. 163. 165. 167, 169. 171. 173. 175. 177. 179. 181. 183. 185. 187. 189. 191. 193. 
195. 197. 199, 201, 203. 205. 207. 209. 211. 213, 215, 217. 219. 221. 223. 225. 227. 
229. 231, 233. 235. 237. 239. 241. 243. 245, 247, 249, 251. 253. 255, 257. 259. 261. 
263. 265, 267. 269. 271. 273. 275. 277. 279. 281. 283. 285. 287. 289. 291. 293. 295. 
297. 299. 301, 303. 305. 307. 309. 311. 313. 315. 317. 319. 321. 323. 325. 327. 329. 
331, 333. 335. 337. 339. 341. 343. 345. 347, 349, 351, 353. 355. 357, 359. 361. 363, 
365. 367, 369, 371. 373. 375. 377. 379. 381, 383. 385, 387, 389. 391. 393, 395. 397. 
399. 401. 403, 405. 407. 409. 411, 413. 415. 417. 419. 421. 423. 425. 427. 429. 431, 
433. 435. 437, 439, 441, 443, 445. 447. 449. 451. 453, 455, 457, 459. 461, 463, 465. 
467. 469, 471, 473. 475. 477. 479, 481 or 483 but isolated from other yeast and fungi 
strains which are also involved in a pathway eventually leading to programmed cell 
death. 

According to the invention, these sequences and their homologues in other 
yeast and fungi as well as the polypeptides which they encode represent novel 
molecular targets which can be incorporated into an assay to selectively identify 
compounds capable of inhibiting or activating expression of such polypeptides. 
Furthermore, the invention also relates to the potential use of said sequences in 
alleviating diseases or conditions associated with yeast or fungi infections, such as 
diseases caused by Candida spp., Aspergillus spp., Microsporum spp., Trichophyton 
spp.. Fusarium spp.. Zygomycetes spp., Botritis spp., Cladosporium spp., Malassezia 
spp., Epidermophyton floccosum, Blastomyces dermatitidis, Coccidioides immitis, 
Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus neoformans, 
and Sporothrix schencl<ii. 

According to another embodiment, the invention also relates to a nucleic acid 
sequence encoding a polypeptide which is involved in a pathway eventually leading to 
programmed cell death of yeast or fungi selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in 
any of SEQ ID NOs 286. 288. 290. 292. 296, 298, 300, 302, 304. 306. 308. 310. 
312, 316. 318. 320, 322. 324. 326, 328. 330. 332, 338. 342. 344. 346. 348. 352. 
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354. 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376. 380, 382. 384, 386. 
388. 390, 392, 394, 398, 402. 404. 406. 408, 410. 412, 416, 418, 422. 424, 426, 
428. 430, 432. 434. 436. 438, 440. 442. 444, 446, 448. 450, 452, 454, 476, 478. 
480. 482 or 484. or encoding a functional equivalent, derivative or bioprecursor of 
5 said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence which 
is more than 70% similar, preferably more than 75% or 80% similar, more 
preferably more than 85%, 90% or 95% similar and most preferably more than 97% 
similar to any of the amino acid sequences shown in SEQ ID NOs 286, 288. 290. 

10 292, 296. 298. 300. 302. 304, 306. 308. 310, 312, 316. 318. 320, 322, 324. 326. 

328. 330, 332, 338. 342, 344, 346. 348. 352, 354, 356. 358, 360. 362. 364. 366, 
368, 370, 372. 374, 376, 380, 382, 384. 386, 388, 390, 392, 394, 398. 402. 404. 
406, 408. 410. 412, 416, 418, 422, 424. 426, 428, 430, 432. 434, 436, 438, 440. 
442, 444. 446. 448. 450, 452, 454, 476. 478, 480, 482 or 484; 

15 (c) a nucleic acid molecule encoding a protein having an amino acid sequence which 
is more than 70% identical, preferably more than 75% or 80% identical, more 
preferably more than 85%, 90% or 95% identical and most preferably more than 
97% identical to any of the amino acid sequences shown in SEQ ID NOs 286, 288. 
290. 292, 296. 298, 300. 302, 304. 306. 308. 310. 312. 316, 318. 320. 322. 324. 

20 326, 328, 330. 332. 338. 342. 344. 346, 348. 352, 354, 356, 358, 360, 362. 364. 

366, 368, 370, 372, 374, 376, 380, 382. 384. 386, 388. 390. 392. 394. 398, 402. 
404. 406, 408, 410, 412, 416, 418, 422, 424. 426. 428. 430, 432. 434, 436. 438. 
440, 442, 444, 446. 448. 450. 452, 454. 476. 478. 480, 482 or 484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ ID 
25 NO 285, 287, 289, 291, 293, 295, 297. 299, 301, 303, 305, 307, 309, 311, 313, 

315. 317, 319, 321, 323. 325, 327. 329, 331. 333. 335, 337. 339. 341, 343, 345, 
347, 349, 351, 353, 355, 357, 359, 361, 363. 365. 367, 369, 371, 373, 375. 377, 
379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 405, 407, 409. 
411. 413. 415. 417, 419. 421, 423. 425, 427, 429, 431. 433. 435. 437. 439. 441. 
30 443. 445, 447. 449. 451 . 453. 455, 475. 477, 479, 481 or 483; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more than 
75% or 80% identical, more preferably more than 85%, 90% or 95% identical and 
most preferably more than 97% identical to any of the nucleic acid sequences 
shown in SEQ ID NO 285, 287, 289, 291. 293, 295, 297, 299, 301, 303, 305. 307, 

35 309, 311. 313. 315. 317. 319, 321. 323. 325, 327, 329, 331. 333. 335, 337, 339, 

341. 343. 345. 347. 349. 351. 353. 355, 357, 359, 361, 363, 365, 367, 369. 371. 
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373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 
405, 407, 409, 411, 413, 415, 417. 419, 421, 423, 425, 427, 429, 431, 433, 435, 
437, 439, 441, 443, 445, 447, 449, 451, 453, 455, 475, 477, 479, 481 or 483; and, 

(f) a nucleic acid sequence encoding a functional fragment of any of the nucleic acid 
5 sequences as specified in a) to e), and 

(g) the complement of any of the nucleic acid sequences as specified In a) to f). 
According to a more specific embodiment, these nucleic acid sequences are 

derived from Saccharomyces cerevisiae, Candida albicans or Aspergillus fumigatus. 

A nucleic acid sequence according to the invention may comprise an mRNA 
1 0 sequence or alternatively a DNA sequence and preferably a cDNA sequence. A nucleic 
acid sequence according to the invention may also comprise any modified nucleotide 
known in the art. 

The present invention further relates to a nucleic acid molecule capable of 
selectively hybridising to at least one of the nucleic acid molecules according to the 
1 5 invention, or the complement thereof. 

The term "selectively hybridising" or "specifically hybridising means hybridising 
under conditions wherein sequences can be detected which are homologues of the 
sequences of the invention, but which are for Instance derived from heterologous cells 
or organisms, and wherein said sequences do not hybridize with known sequences. In 
20 a preferred embodiment, mammalian homologues can be detected. It is well known to 
the person skilled in the art which methods for hybridisation can be used and which 
conditions are necessary for selectively or specifically hybridising. Preferably, 
hybridization under high stringency conditions can be applied (Sambrook et al., 1989). 
As such, the present invention also relates to the use of the nucleic acid 
25 sequences of the invention for detecting homologues in heterologous organisms 
Including but not limited to mammalian organisms. 

The term "nucleic acid sequence" also includes the complementary sequence 
to any single stranded sequence given, or the antisense version thereof. 

The invention also relates to mRNA, DNA or cDNA versions of the nucleic acid 
30 molecules of the invention. 

The present invention more particularly relates to an antisense molecule 
comprising a nucleic add sequence capable of hybridizing to any of the above defined 
nucleic acid sequences. 

Polynucleotides according to the invention may be inserted into vectors in an 
35 antisense orientation In order to provide for the production of antisense RNA. Antisense 
RNA or other antisense nucleic acids may also be produced by synthetic means. 
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The present invention also advantageously provides nucleic acid sequences of 
at least approximately 10 contiguous nucleotides of a nucleic acid according to the 
invention and preferably from 10 to 50 nucleotides. These sequences may, 
advantageously be used as probes or primers to initiate replication, or the like. Such 
5 nucleic acid sequences may be produced according to techniques well known in the 
art, such as by recombinant or synthetic means. The probes will hybridise specifically 
with any of the nucleic acid molecules of the invention. The primers will specifically 
amplify any of the nucleic acid molecules of the invention. 

The probes or primers according to the invention may also be used in 

10 diagnostic kits or the like for detecting the presence of a nucleic acid according to the 
invention. These tests generally comprise contacting the probe with the sample under 
hybridising conditions and detecting the presence of any duplex or triplex formation 
between the probe and any nucleic acid in the sample. 

According to the present invention these probes may be anchored to a solid 

15 support. Preferably, they are present on an array so that multiple probes can 
simultaneously hybridize to a single biological sample. The probes can be spotted onto 
the array or synthesized in situ on the array. (Lockhart et al., 1996). A single array can 
contain more than 100, 500 or even 1,000 different probes in discrete locations. Such 
arrays can be used to screen for compounds interacting with said probes. 

20 Advantageously, the nucleic acid sequences, according to the invention may be 

produced using recombinant or synthetic means, such as for example using PGR 
cloning mechanisms which generally involve making a pair of primers, which may be 
from approximately 10 to 50 nucleotides to a region of the gene which is desired to be 
cloned, bringing the primers into contact with mRNA, cDNA, or genomic DNA from the 

25 yeast or fungal cell, performing a polymerase chain reaction under conditions which 
bring about amplification of the desired region, isolating the amplified region or 
fragment and recovering the amplified DNA. Generally, such techniques as defined 
herein are well known in the art, such as described in Sambrook eif a/. (1989). These 
techniques can be used to done homologues of the nucleic acid sequences of the 

30 invention in other organisms. 

The nucleic acids or oligonucleotides according to the invention may carry a 
revealing label, Suitable labels include radioisotopes such as ^^P, ^^P or ^^S, enzyme 
labels or other protein labels such as biotin or fluorescent markers. Such labels may be 
added to the nucleic acids or oligonucleotides of the invention and may be detected 

35 using techniques known in the art. 
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According to another embodiment of the invention, the nucleic acid sequences 
according to the invention as defined above may, advantageously, be included in a 
suitable expression vector which may be transformed, transfected or infected into a 
host cell. In such an expression vector the nucleic acid is operably linked to a control 
5 sequence, such as a suitable inducible promoter, or the like, to ensure expression of 
the proteins according to the invention in a suitable host cell. The expression vector 
may also comprise a reporter molecule. The expression vector may advantageously be 
a plasmid. cosmid, virus or other suitable vector which is known to those skilled in the 
art. The expression vector and the host cell defined herein also form part of the present 

10 invention. Preferably the host cell is a lower eukaryotic cell such as a yeast cell or a 
fungal cell. Yeast and fungal cells are particularly advantageous because they provide 
the necessary post-translational modifications to the expressed proteins of the 
invention, similar to those of the natural proteins from which they are derived. These 
modifications confer optimal conformation of said proteins, which when isolated may 

1 5 advantageously be used in kits, methods or the like. 

The invention further relates to any nucleic acid as defined above for use as a 
medicament. 

Nucleotide sequences according to the invention are particularly advantageous 
for providing selective therapeutic targets for treating yeast or fungi-associated 
20 infections. For example, an antisense nucleic acid capable of binding to the nucleic 
acid sequences according to the invention may be used to selectively inhibit expression 
of the corresponding polypeptides, leading to impaired growth or death of yeast and 
fungi with reductions of associated illnesses or diseases. 

According to another embodiment, the invention also relates to the use of a 
25 polypeptide which is involved in a pathway eventually leading to programmed cell 
death of yeast or fungi, said polypeptide being selected from : 
(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 2, 
4, 6. 8, 10, 12, 14, 16, 18, 20, 22, 24, 26. 28, 30, 32, 34, 36. 38, 40, 42, 44, 46. 48, 
50, 52, 54. 56, 58. 60. 62, 64, 66, 68. 70, 72, 74, 76. 78, 80, 82, 84, 86. 88. 90. 92, 
30 94, 96. 98. 100. 102, 104. 106, 108, 110, 112, 114, 116. 118, 120, 122, 124, 126, 

128. 130. 132, 134, 136, 138. 140, 142, 144, 146, 148, 150. 152, 154, 156, 158, 
160, 162, 164. 166. 168. 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 
192. 194, 196. 198. 200, 202. 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 
224, 226. 228, 230, 232, 234. 236. 238, 240, 242, 244. 246. 248, 250, 252. 254, 
35 256, 258. 260, 262. 264, 266. 268, 270. 272. 274, 276. 278. 280. 282. 284, 286, 

288, 290, 292, 294. 296. 298. 300, 302, 304, 306. 308. 310. 312. 314, 316, 318, 



320. 322. 324, 326. 328, 330. 332, 334. 336. 338, 340. 342. 344. 346, 348, 350. 
352, 354. 356, 358, 360, 362. 364, 366. 368. 370. 372. 374. 376. 378. 380. 382. 
384. 386, 388, 390. 392, 394, 396, 398. 400. 402. 404. 406, 408, 410, 412. 414, 
416. 418. 420. 422. 424, 426. 428, 430, 432, 434. 436. 438, 440. 442, 444. 446, 
448. 450. 452. 454. 456, 458, 460, 462, 464, 466. 468. 470. 472, 474, 476, 478. 
480, 482. or 484. or encoding a functional equivalent, derivative or bioprecursor of 
said protein; 

a protein having an amino acid sequence which is more than 70% similar, 
preferably more than 75% or 80% similar, more preferably more than 85%, 90% or 
95% similar and most preferably more than 97% similar to any of the amino acid 
sequences shown in SEQ ID NOs 2, 4. 6, 8. 10. 12, 14. 16, 18, 20, 22. 24, 26. 28. 
30. 32. 34. 36, 38, 40. 42. 44. 46, 48, 50. 52. 54, 56. 58. 60, 62, 64. 66, 68, 70. 72. 
74, 76, 78. 80, 82. 84, 86, 88, 90, 92, 94. 96, 98, 100, 102, 104, 106, 108, 110, 112, 
114, 116. 118, 120. 122, 124, 126, 128. 130, 132, 134, 136. 138. 140, 142, 144, 
146, 148. 150, 152. 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 
178, 180, 182, 184, 186. 188. 190, 192, 194, 196. 198, 200, 202, 204. 206, 208, 
210, 212. 214, 216, 218. 220. 222. 224, 226. 228, 230, 232, 234, 236. 238. 240, 
242, 244. 246, 248. 250. 252. 254. 256, 258. 260. 262. 264. 266. 268, 270. 272, 
274, 276, 278, 280, 282, 284. 286, 288, 290. 292, 294, 296. 298, 300, 302. 304, 
306, 308, 310. 312, 314, 316, 318. 320. 322. 324, 326, 328, 330, 332, 334, 336, 
338. 340, 342. 344, 346, 348, 350, 352, 354, 356, 358. 360, 362. 364, 366, 368, 
370. 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 
402, 404, 406, 408, 410. 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 
434, 436, 438, 440, 442, 444, 446, 448, 450. 452, 454, 456, 458, 460, 462, 464, 
466, 468, 470, 472. 474, 476. 478. 480, 482, or 484; 
) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85%. 90% 
or 95% identical and most preferably more than 97% identical to any of the amino 
acid sequences shown in SEQ ID NOs 2, 4. 6, 8, 10, 12, 14, 16, 18, 20, 22. 24. 26, 
28, 30. 32. 34. 36. 38, 40, 42, 44, 46, 48, 50. 52, 54, 56. 58, 60, 62, 64, 66, 68. 70, 
72, 74. 76. 78. 80. 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 
112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 
144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 
176, 178, 180, 182. 184, 186, 188, 190, 192. 194. 196. 198, 200, 202, 204, 206, 
208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 
240, 242, 244, 246, 248. 250. 252. 254. 256. 258. 260. 262. 264. 266, 268, 270, 
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272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 300, 302, 
304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 334, 
336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 
368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 
5 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 

432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456. 458, 460, 462, 
464, 466, 468, 470, 472, 474, 476, 478, 480, 482, or 484; and, 
(d) a functional fragment of any of said proteins as defined in a) to c), 
for the preparation of a medicament for treating diseases associated with yeast or 
10 fungi. 

The term "functional fragment" of a protein means a truncated version of the 
original protein or polypeptide referred to. The truncated protein sequence can vary 
widely in length; the minimum size being a sequence of sufficient size to provide a 
sequence with at least a comparable function and/or activity of the original sequence 

15 referred to, while the maximum size is not critical. In some applications, the maximum 
size usually is not substantially greater than that required to provide the desired activity 
and/or function(s) of the original sequence. A functional fragment can also relate to a 
subunit with similar function as said protein. Typically, the truncated amino acid 
sequence will range from about 5 to about 60 amino acids in length. More typically, 

20 however, the sequence will be a maximum of about 50 amino acids in length, 
preferably a maximum of about 60 amino acids. It is usually desirable to select 
sequences of at least about 10, 12 or 15 amino acids. 

Functional fragments include those comprising an epitope which is specific or 
unique for the proteins according to the invention. Epitopes may be determined using, 

25 for example, peptide scanning techniques as described in Geysen et ai (1996). 
Preferred functional fragments have a length of at least, for example, 5, 10, 25, 50, 75, 
100, 125, 150, 175 or 200 amino acids. 

The polypeptides to be used according to this aspect of the invention from 
Saccharomyces cerevisiae, are represented by SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 

30 18, 20. 22, 24, 26, 28, 30, 32, 34. 36. 38, 40. 42, 44, 46, 48, 50. 52. 54. 56. 58. 60. 62. 
64, 66. 68. 70, 72. 74. 76, 78, 80, 82, 84, 86. 88, 90. 92, 94, 96. 98, 100. 102, 104. 106. 
108. 110, 112, 114. 116. 118, 120, 122. 124, 126, 128. 130. 132. 134. 136, 138, 140, 
142. 144. 146. 148, 150, 152, 154, 156, 158, 160. 162. 164. 166. 168, 170, 172, 174, 
176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 

35 210. 212. 214, 216, 218, 220. 222. 224, 226, 228, 230, 232, 234, 236. 238, 240, 242, 
244, 246, 248, 250. 252, 254, 256, 258, 260, 262, 264, 266, 268, 270. 272, 274, 276, 



15 

278, 280, 282, 284, 458, 460, 462, 464, 466, 468, 470, 472 and 474 . Also according to 
the invention is tlie use of tlie polypeptides from Candida albicans as represented by 
the SEQ ID NOs 286, 288, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 
312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 
5 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 
380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 
414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 
448. 450, 452, 454, 456, 476, 478, 480, 482 and 484. 

The polypeptide or protein according to the invention may also include variants 
10 of any of the polypeptides of the invention as specified above having conservative 
amino acid changes. 

The nucleic acid molecules or the polypeptides of the invention may be 
provided in a pharmaceutically acceptable carrier, diluent or excipient therefor. 

The present invention also relates to a vaccine for immunizing a mammal 
15 against infections caused by yeast and fungi comprising at least one (recombinant) 
nucleic acid molecule or at least one (recombinant) polypeptide of the invention in a 
pharmaceutically acceptable carrier. 

Pharmaceutically acceptable carriers include any carrier that does not itself 
induce the production of antibodies harmful to the individual receiving the composition. 
20 Suitable carriers are typically large, slowly metabolizing macromolecules such as 
proteins, polysaccharides, polylactic acids, polyglycolic acids, polymeric amino acids, 
amino acid copolymers; and inactive virus particles. Such carriers are well known to 
those of ordinary skill in the art. 

A "vaccine" is an immunogenic composition capable of eliciting protection 
25 against infections caused by yeast or fungi, whether partial or complete. A vaccine may 
also be useful for treatment of an individual, in which case it is called a therapeutic 
vaccine. 

Said vaccine compositions may include prophylactic as well as therapeutic 
vaccine compositions. 

30 The term "therapeutic" refers to a composition capable of treating infections 

caused by yeast or fungi. 

Some of the pathways leading to apoptosis are conserved between mammalian 
cells and yeast or fungi. Therefore, targets which are part of such a conserved pathway 
may be used to stimulate or inhibit the apoptosis in mammalian cells. E.g. stimulation 

35 of apoptosis is desirable in the treatment of tumor cells/tissues. 
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According to another embodiment, the present invention provides a method of 
identifying compounds which selectively inhibit, induce or interfere with the 
expression/production of the polypeptides encoded by the nucleotide sequences of the 
invention, or compounds which selectively inhibit, activate or interfere with the 
5 functionality of polypeptides expressed from the nucleotide sequences according to the 
invention, or which selectively inhibit, induce or interfere with the metabolic pathways in 
which these polypeptides are involved. Compounds may carry agonistic or antagonistic 
properties. The compounds to be screened may be of extracellular, intracellular, 
biologic or chemical origin. 

10 Such a screening method may comprise the following steps (a) contacting a 

compound to be tested with cells having a mutation which results in overexpression or 
underexpression of at least one of the polypeptides as defined in claim 2, in addition to 
contacting wild type cells with said compound, (b) monitoring the growth, death rate or 
activity of said mutated cells compared to said wild type cells; wherein differential 

15 growth or activity of said mutated cells is indicative of selective action of said 
compound on a polypeptide in the same or a parallel pathway, (c) alternatively 
monitoring the growth, death rate or activity of said mutated cells compared to mutated 
cells which were not contacted with the compound to be tested, wherein differential 
growth or activity of said mutated yeast of fungi cells is indicative of selective action of 

20 said compound on a polypeptide in the same or a parallel pathway, (d) alternatively 
monitoring changes in morphologic and/or functional properties of components in said 
mutated cells caused by the addition of the compound to be tested. 

The term "cells" as used above relates to any type of cells such as, but not 
limited to bacterial, yeast, fungal, plant or human cells. 

25 Compounds found using this approach may additionally be tested on their 

efficiency in killing or inhibiting the growth of wild type cells in order to confirm their 
utility as medicament for treating wild type pathogenic strains/tumor cells. 

According to the invention, the term "mutation" includes point mutations, 
deletions, insertions, duplications or any modification in the nucleic acid encoding said 

30 polypeptide, or at a different location in the genome of said cells, influencing the 
expression of said nucleic acid or polypeptide. In case point mutations occur, the 
number of nucleotides will be identical compared to the original sequence; only a 
change in nucleotide sequence can be observed. This stands in contrast with the other 
listed mutations where the number of the nucleotides will be different from the number 

35 observed in the wild type sequence and consequently will also reflect in a change of 
the nucleotide sequence. 
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Changes in morphologic and/or functional properties of cell components which 
can be monitored include for example morphological and molecular changes such as 
abnormal cell morphology, nuclear fragmentation. DNA breakage or changes in the 
expression of certain enzymes such as caspases, as well as monitoring changes in 
5 membrane potential or activity of mitochondria and release of cytochrome c from 
mitochondria. All these changes can be monitored on the whole cell which is contacted 
to the compound to be tested. 

The invention also relates to a method of identifying compounds which 
selectively modulate expression or functionality of polypeptides involved in a pathway 

10 eventually leading to programmed cell death of yeast and fungi or in metabolic 
pathways in which said polypeptides are involved, which method comprises (a) 
contacting a compound to be tested with yeast or fungal cells transformed, transfected 
or infected with an expression vector comprising an antisense sequence of at least one 
of the nucleic acid sequences as defined in claim 1, which expression results in 

15 underexpresslon of said polypeptide, in addition to contacting one or more wild type 
cells with said compound, (b) monitoring the growth, death rate or activity of said 
transformed, transfected or infected cells compared to said wild type cells; wherein 
differential growth or activity of said transformed, transfected or infected yeast or fungal 
cells is indicative of selective action of said compound on a polypeptide in the same or 

20 a parallel pathway, (c) alternatively monitoring the growth, death rate or activity of said 
transformed, transfected or infected cells compared to transformed, transfected or 
Infected cells which were not contacted with the compound to be tested, wherein 
differential growth or activity of said mutated yeast or fungi cells is indicative of 
selective action of said compound on a polypeptide in the same or a parallel pathway, 

25 (d) alternatively monitoring changes in morphologic and/or functional properties of 
components in said transformed, transfected or infected cells caused by the addition of 
the compound to be tested. 

Alternative methods for identifying compounds which selectively modulate 
expression or functionality of polypeptides involved in a pathway eventually leading to 

30 programmed cell death of yeast or fungi or in metabolic pathways in which said 
compounds are involved, may comprise the use of any other method known in the art 
resulting in gene activation, gene inactivation. gene modulation or gene silencing. 

The invention also relates to a method of identifying compounds which 
selectively modulate expression of polypeptides which are involved in a pathway 

35 eventually leading to programmed cell death of yeast or fungi which method comprises 
(a) contacting host cells transformed, transfected or infected with an expression vector 
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comprising a promoter sequence of a nucleic acid molecule as defined in claim 1 joined 
in frame with a reporter gene and (b) monitoring increased or decreased expression of 
said reporter gene caused by the addition of the compound being tested. This enables 
to analyse the influence of the compound onto all/most aspects of transcriptional 
5 activation. Alternatively additional tests can routinely be performed to test the influence 
of the compound onto mRNA stability, translation and protein stability. All these 
aspects influence the concentration of corresponding proteins and consequently 
influence the effect of these on the metabolism of the cell. 

The invention further relates to a method of identifying compounds which bind 

10 to or modulate the properties of polypeptides which are involved in a pathway 
eventually leading to programmed cell death of yeast or fungi, which method comprises 
(a) contacting a compound to be tested with at least one of the polypeptides as defined 
in claim 2, (b) detecting the complex formed between the compound to be tested and 
said polypeptide, (c) alternatively, examining the diminution/increase of complex 

15 formation between said polypeptide and a receptor/binding partner, caused by the 
addition of the compound being tested, (c) alternatively, examining the alteration in the 
functional activity of the polypeptide, caused by the addition of the compound being 
tested. 

Detection of the complex formation can be performed using several 

20 approaches. First, binding of a compound onto a polypeptide can be studied using 
classical binding tests: one of the binding partners, compound or polypeptide is labeled 
and interaction of both is measured. Most of these tests comprise following steps: 
incubating both binding partners in conditions where binding is allowed, separation of 
free label from bound label present in the complex formed between both partners, and 

25 measuring the number of labeled complexes formed. Separation of free and bound 
label can be performed via filtration, centrifugation or other means as known by the 
person skilled in the art. Other techniques allow visualisation of complex formation 
without the need of such a separating step. For example, test systems using SPA 
(scincillation proximity assay) beads are based on the principle that radioactive can 

30 only be measured when present in scincillation fluid. SPA beads contain scincillation 
fluid and can be coated with one of the binding partners. When this bead is approached 
and binds the other binding partner which is radioactively labeled, a signal will be 
detected allowing the complex to be visualised. Binding of the radioactive compound 
onto the scincillation bead is needed in order to result in a detectable signal; non-bound 

35 radioactive partners that stay free into the solution will not result in a detectable signal. 
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The protein or peptide fragments according to tlie invention ennployed in sucli a 
metliod nnay be for example in solution or coated on suspended beads as described 
above. Alternatively, these can be affixed to a solid support, borne on a cell or phage 
surface or located intracellularly. 
5 When protein or peptide fragments are coated on solid supports, they can be 

tested for their binding affinity for large numbers of compounds. These can be used in 
different kinds of high throughput screenings in order to identify compounds having 
suitable binding affinity to the polypeptides according to the invention. Platform 
technologies or technologies based on SPR (see below) can be applied. 
10 One may measure for example, the formation of complexes between the 

proteins of the invention and the compound being tested. Alternatively, one may 
examine the diminution or increase of complex formation between the protein 
according to the invention and a receptor/binding partner caused by the compound 
being tested. 

15 Proteins which interact with the polypeptide of the invention may be identified 

by investigating protein-protein interactions using the two-hybrid vector system first 
proposed by Chien et aL (1991). 

This technique is based on functional reconstitution in vivo of a transcription 
factor which activates a reporter gene. More particularly the technique comprises 

20 providing an appropriate host cell with a DNA construct comprising a reporter gene 
under the control of a promoter regulated by a transcription factor having a DNA 
binding domain and an activating domain, expressing in the host cell a first hybrid DNA 
sequence encoding a first fusion of a fragment or all of a nucleic acid sequence 
according to the invention and either said DNA binding domain or said activating 

25 domain of the transcription factor, expressing in the host at least one second hybrid 
DNA sequence, such as a library or the like, encoding putative binding proteins to be 
investigated together with the DNA binding or activating domain of the transcription 
factor which is not incorporated in the first fusion; detecting any binding of the proteins 
to be investigated with a protein according to the Invention by detecting for the 

30 presence of any reporter gene product in the host cell; optionally isolating second 
hybrid DNA sequences encoding the binding protein. 

An example of such a technique utilizes the GAL4 protein in yeast. GAL4 is a 
transcriptional activator of galactose metabolism in yeast and has a separate domain 
for binding to activators upstream of the galactose metabolising genes as well as a 

35 protein-binding domain. Nucleotide vectors may be constructed, one of which 
comprises the nucleotide residues encoding the DNA binding domain of GAL4. These 
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binding domain residues may be fused to a known protein encoding sequence, such as 
for example the nucleic acids according to the invention. The other vector comprises 
the residues encoding the protein-binding domain of GAL4. These residues are fused 
to residues encoding a test protein. Any interaction between polypeptides encoded by 
5 the nucleic acid according to the invention and the protein to be tested leads to 
transcriptional activation of a reporter molecule in a GAL-4 transcription deficient yeast 
cell into which the vectors have been transformed. Preferably, a reporter molecule such 
as (i-galactosldase is activated upon restoration of transcription of the yeast galactose 
metabolism genes. Alternatively, other reporter proteins can be used such as EGFP 
10 (enhanced green fluorescent protein), or hEGFP. This latter has a decreased lifetime 
enabling the system to screen for compounds improving the interaction of studied 
binding partners. 

The two-hybrid approach was first developed for yeast, and is an ideal 
screening system when looking for compounds active in killing yeast or fungi. Indeed, 

15 proteins expressed in this system will most probably carry the correct modifications as 
found in the pathogenic yeast strains, in addition, compounds active in this test system 
allow to screen and select compounds which are able to enter the cell, this selection is 
not possible when using in vitro test systems. When compounds are needed to target 
mammalian cells, modification of the studied proteins can be different, changing the 

20 structure of corresponding proteins. Moreover working with yeast might block certain 
compounds to enter the cell, which are normally able to traverse the mammalian cell 
membrane. Consequently, working with mammalian two-hybrid system for this purpose 
will give already an immediate selection of the compounds that may enter mammalian 
cells. 

25 Alternative in vitro methods can be used to investigate protein - protein 

interactions. Protein interaction analysis in vitro can shed light on their role in the intact 
cell by providing valuable information on specificity, affinity, and structure-function 
relation ship. Significant process in this respect has become with the advent, in the last 
few years, of commercially available biosensor technology. This allows to study 

30 macromolecular interactions in real-time, providing a wealth of high-quality data that 
can be used for kinetic analysis, affinity measurements, competition studies, etc. A 
major advantage of biosensor analysis is that there is no requirement for labeling one 
of the interacting components and then separating bound from free molecules- a fact 
that simplifies experimental procedures and provides more accurate measurements. 

35 The principle of surface plasmon resonance (SPR) is based on the detection of a 
change of the refractive index of the medium when a compound or protein binds to an 
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immobilised partner molecule. For the SPR technology, one needs to load one of the 
interacting partners to the chip surface, followed by the superfusion of the second 
binding partner or more molecules. The second partner can be available as purified 
product, but alternatively a complex suspension containing this partner can also be 
5 used. Interaction of two or more compounds can be analysed, alternatively, 
compounds can be identified interfering or increasing this binding affinity towards each 
other. 

SPR is not restricted to protein-protein interactions; any macromolecule with a 
suitable size will change the refractive index of the medium in contact with the 

10 biosensor surface and therefore give a signal. Studies have been done with protein- 
DNA interactions, as well as protein-lipid interactions. Moreover intact viruses, abd 
even cells, can also be injected over the biosensor surface, in order to analyse their 
binding to receptors, lectins, and so on. 

Alternatively, NMR is also an excellent tool for a detailed study of protein- 

15 protein or DNA-protein interactions. Isotope edited or isotope filtered experiments 
whereby one compound is isotopically labeled with 15N or 13C are an ideal way to 
study these complexes. This method does not allow high throughput analysis of 
compounds interfering or enhancing molecular interactions. Nevertheless, medium or 
low throughput systems can be used to confirm results obtained by the high throughout 

20 assays or in cases where none of the binding partners are labeled. Other techniques 
which can be used to study interactions are: overlay, ligand blotting, band-shift, co- 
immuno-precipitation, size exclusion chromatography and microcalorimetry (In. "Protein 
trageting Protocols" Ed. Clegg R.A. Humana Press, Totowa, New Yersey). 

Compounds modulating pathways leading to apoptosis may change the activity 

25 of the polypeptide of the invention. Therefore screening tests may be setup looking for 
altered protein activity of the polypeptide of the invention. Based on the amino acid 
sequence a possible function of the polypeptide might be envisaged; activities can be 
confirmed and corresponding activity test can be started. 

Alternatively additional tests can be performed to test the influence of the 

30 compound onto protein stability, post-translational modification, precursor processing 
and protein translocation. All these aspects influence the concentration and/or activity 
of corresponding proteins and consequenly influence the effect of these onto the 
metabolism of the cell. Also here, medium or low throughput systems can be used to 
confirm results obtained by the high throughout assays. 

35 In cases compounds need to be found to target tumor cells, screening assays 

will have to be used focused on the stimulation of the apoptotic pathway. This invention 
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therefore also relates to in vitro and in vivo nnodel systems comprising tumor tissue or 
cells expressing the polypeptides according to the invention which can be used to 
screen for therapeutic agents. In vivo modelsystems allow to test for compound 
efficacity but also the toxicity of these compounds can be tested. The compounds 
identified using any of the methods described in the invention not only include 
compounds which exert their effect in promoting cell death of yeast and fungi, but also 
include compounds which prevent or delay cell death. The latter compounds can be 
used to prevent or delay apoptosis of endogenic yeast or fungi in humans and other 
mammals which may be caused by pathogens or toxic environmental components. 

According to a preferred aspect of the invention, the yeast or fungi according to 
any of the methods described, are chosen from Saccharomyces cerevisiae, 
Schizosaccharomyces pombe, Candida albicans, or Aspergillus fumigatus. 

The invention also relates to a compound identified using any of the methods of 
the invention. 

Compounds identifiable or identified using a method according to the invention, 
may advantageously be used as a medicament. The invention also relates to a method 
for treating diseases associated with yeast or fungi comprising admixing a compound 
obtainable by a method of the invention with a suitable pharmaceutically acceptable 
carrier. 

The compounds of the invention can be used for the preparation of a 
medicament to treat diseases or conditions associated with yeast and fungi infections, 
for instance Candida spp., Aspergillus spp., Microsporum spp., Trichophyton spp., 
Fusarium spp., Zygomycetes spp., Botritis, spp., Cladosporium spp., Malassezia spp., 
Epidermophyton floccosum, Blastomyces dermatitidis, Coccidioides immitis, 
Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus neoformans, 
and Sporothrix schenckii infections. 

These compounds may also advantageously be included in a pharmaceutical 
composition together with a pharmaceutically acceptable carrier, diluent or excipient 
therefor. 

A medicament according to the invention not only relates to fungistatic 
compounds for treating humans or mammals but also relates to fungicides for treating 
plants. 

The invention also relates to genetically modified yeast or fungi in which 
modification results in the overexpression or underexpression of at least one of the 
nucleic acids or polypeptides of the invention, which overexpression or 
underexpression of said nucleic acid or polypeptide prevents or delays apoptosis of 
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said genetically modified yeast or fungi. These genetically modified organisms may 
have a positive effect on the endogenic flora of humans and other mammals. The 
genetically modified yeast or fungi can be included in a pharmaceutical composition or 
can be used for the preparation of a medicament for prophylactic or therapeutic use. 

Also according to the invention is the use of a compound obtainable by a 
method of the invention for the preparation of a medicament for modifying the 
endogehic flora of humans and other mammals. 

According to another embodiment, the invention also relates to an isolated 
protein which is involved in a pathway for programmed cell death of yeast or fungi 
selected from: 

(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 
286, 288, 290. 292. 296. 298, 300, 302. 304, 306. 308. 310. 312. 316. 318, 320. 
322. 324, 326, 328. 330. 332. 338. 342. 344, 346, 348, 352, 354. 356. 358, 360, 
362. 364, 366. 368. 370. 372, 374, 376. 380, 382, 384, 386, 388. 390. 392, 394. 
398. 402, 404. 406. 408. 410. 412. 416. 418. 422, 424. 426. 428, 430, 432, 434, 
436. 438. 440, 442, 444. 446. 448. 450, 452, 454, 476, 478. 480, 482. or 484 or 
encoding a functional equivalent, derivative or bioprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, 
preferably more than 75% or 80% similar, more preferably more than 85%, 90 or 
95% similar and most preferably more than 90% similar to any of the amino acid 
sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 
306, 308, 310. 312. 316. 318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 
346. 348, 352, 354, 356, 358, 360, 362, 364. 366, 368, 370. 372, 374, 376, 380, 
382, 384, 386, 388, 390, 392, 394, 398, 402. 404, 406, 408, 410, 412. 416, 418, 
422, 424. 426, 428, 430, 432, 434. 436, 438. 440, 442, 444. 446. 448, 450. 452 
454. 476, 478, 480, 482, or 484; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85%, 90% 
or 95% identical and most preferably more than 97% identical to any of the amino 
acid sequences shown in SEQ ID NOs 286. 288, 290. 292. 296, 298, 300, 302, 
304, 306. 308, 310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 338. 342. 
344. 346. 348, 352, 354, 356, 358, 360. 362. 364, 366, 368. 370, 372. 374, 376. 
380. 382. 384, 386, 388. 390, 392, 394. 398, 402, 404, 406, 408, 410. 412. 416. 
418. 422, 424, 426, 428. 430. 432. 434, 436, 438, 440, 442. 444, 446, 448, 450, 
452, 454, 476. 478, 480, 482, or 484; and, 

(d) a functional fragment of any of said proteins as defined in a) to c). 
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According to the invention, the polypeptides as defined above may be used as 
a medicament. 

Also encompassed within the present invention are antibodies, monoclonal or 
polyclonal, capable of specifically binding to one or more epitopes of the . proteins of the 
5 invention. The term "specific binding" implies that there is substantially no cross- 
reaction of the antibody with other proteins. 

The antibodies according to the invention may be produced according to 
techniques which are known to those skilled in the art. Monoclonal antibodies may be 
prepared using conventional hybridoma technology as described by Kohler and 
10 Milstein (1979). Polyclonal antibodies may also be prepared using conventional 
technology well known to those skilled in the art, and which comprises inoculating a 
host animal, such as a mouse, with a protein or epitope according to the invention and 
recovering the immune serum. The present invention also includes fragments of whole 
antibodies which maintain their binding activity, such as for example, Fv, F(ab') and 
1 5 F(ab')2 fragments as well as single chain antibodies. 

Antibodies according to the invention may also be used in a method of 
detecting the presence of a polypeptide according to the invention, which method 
comprises reacting the antibody with a sample and identifying any protein bound to 
said antibody. A kit may also be provided for performing said method which comprises 
20 an antibody according to the invention and means for reacting the antibody with said 
sample. 

The antibodies according to the invention may be used as a medicament or 
may be comprised in a pharmaceutical composition. According to a more specific 
embodiment, the antibodies may be used in the preparation of a medicament for 
25 treating diseases associated with yeast and fungi such as, but not restricted to, 
Candida albicans, Aspergillus spp., Fusarium spp., Botritis, spp., Cladosporium spp. 

The invention also relates to a method of preventing infection with yeast or 
fungi, comprising administering a composition containing at least one polypeptide of 
the invention to a mammal in effective amount to stimulate the production of protective 
30 antibody or protective T-cell response. 

According to another embodiment, the invention relates to a genetically 
modified mammalian cell or non-human organism in which modification results in the 
overexpression or underexpression of at least one of the nucleic acids of the invention 
or a human homologue thereof or at least one of the polypeptides of the invention or a 
35 human homologue thereof, which overexpression or underexpression of said nucleic 
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acid or polypeptide prevents or delays apoptosis of said genetically modified 
mammalian cell or in said genetically modified non-human organism. 

Human homologues according to the invention can be obtained by selective 
hybridisation of the yeast and Candida nucleic acid molecules of the invention against 
5 human genome or cDNA libraries according to methods well known in the art 
(Sambrook et a!., 1989). Human polypeptide homologues are obtained from the 
corresponding human nucleic acid homologous nucleotide sequences. 

The invention also relates to a method for identifying compounds for stimulating 
or inhibiting apoptosis comprising the use of at least one of the nucleic acid sequences 
10 of the invention or a human homologue thereof and/or at least one of the polypeptides 
of the invention or a human homologue thereof and/or a genetically modified 
mammalian cell or non-human organism as described in the invention. 

The invention further relates to the compounds identifiable according to the 
above-described method and its use as a medicament. 
15 The invention further relates to a method for preparing a pharmaceutical 

composition for treating proliferative disorders or for preventing apoptosis in certain 
diseases comprising admixing a compound according to claim 40 or 41 with a suitable 
pharmaceutically acceptable carrier. 

The expression "proliferative disorders" or "proliferative diseases" refers to an 
20 abnormality within a patient or animal such as cancer. Normal cells start to proliferate 
due to a change in the coding or non-coding sequence of the DNA resulting in a 
swollen or distended tissue. Mutation may arise without obvious cause. An abnormal 
benign or malignant mass of tissue is formed that is not inflammatory. Cells of pre- 
existent tissue start to divide unexpectedly and resulting cell mass possesses no 
25 physiologic function. 

The expression "apoptosis" or "apoptosis-related diseases" includes diseases 
such as autoimmunity diseases, ischemia, diseases related with viral infections or 
neurodegenerations. 

The invention also relates to the use of compounds obtainable by the above 
30 described methods for the preparation of a medicament for treating proliferative 
disorders or for preventing apoptosis in certain disorcjers. 

According to another embodiment, the invention relates to the use of a nucleic 
acid molecule or a polypeptide described in the invention or human homologues 
thereof for treating proliferative disorders or for the prevention of apoptosis in certain 
35 diseases. 
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The invention also relates to a pharmaceutical composition for use as a 
medicament for treating proliferative disorders or for the prevention of apoptosis in 
certain diseases comprising a nucleic acid molecule of the invention or a human 
homologue thereof or a polypeptide of the invention or a human homologue thereof 
5 together with a pharmaceutical ly acceptable carrier diluent or excipient therefor. 

The invention also relates to a vaccine for immunizing mammals against 
proliferative disorders or for preventing apoptosis in certain diseases comprising least 
one nucleic acid molecule of the invention or a human homologue thereof or at least 
one polypeptide of the invention or a human analogue thereof in a pharmaceutically 
1 0 acceptable carrier. 

The invention also relates to the use of an antibody of the invention capable of 
binding to at least one of the polypeptides of the invention or a human homologue 
thereof for the preparation of a medicament for treating proliferative disorders or for the 
prevention of apoptosis in certain diseases. 
15 According to yet another embodiment, the invention relates to an expression 

vector comprising a human homologue of a nucleic acid sequence of the invention. 
Said expression vector may comprise an inducible promoter and may further comprise 
a sequence encoding a reporter molecule. 

The invention also relates to a host cell transformed, transfected or infected with 
20 any of the above described vectors. 

According to another embodiment the invention relates to a nucleic acid 
molecule comprising a human homologue of at least one of the nucleic acid sequences 
described in the invention. 

25 The invention also relates to an antisense molecule comprising a nucleic acid 

sequence capable of selectively hybridising to a nucleic acid molecule which is a 
human analogue of the invention. 

The invention also relates to a polypeptide encoded by the nucleic acid 
molecule comprising said human homologues of the nucleic acids described in the 

30 invention. 

The invention, now being generally described, may be more clearly understood 
by reference to the following examples, which are included merely for purposes of 
illustration of certain aspects and embodiments of the present invention and are not 
intended to limit the invention. The contents of all references referred to in this text are 
35 hereby incorporated by reference. 
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Table 1, Genes modulated by Bax expression in S. cerevisiae. This list includes all 
tine genes for which mRNA levels changed nnore than fivefold in a first 
5 experiment (see Example 2). The factor by which the transcript level was 

affected, is expressed as the Qt value. A Qt value higher than 1 
indicates upregulation while a Qt value lower than 1 indicates a 
downregulation.For instance, a Qt of 0.5 indicates a two-fold lower 
transcript level of a particular mRNA due to Bax expression in S. 
10 cerevisiae. Upregulation or downregulation of a specific mRNA is stated 

when Qt had a value of at least five or at most 0,21 , respectively. 

Table 2. Genes modulated by Bax expression in S. cerevisiae. This list 
includes all the genes for which mRNA levels changed significantly in 
15 a second experiment (see Example 3). In this experiment, the Qt 

values were calculated using the Pathways Software (Research 
Genetics). 

EXAMPLES 

20 Example 1 . Differential gene expression analysis upon Bax-induced cell death 
Materials and media 

Bacterial strain Esciierichia coli MC1061 (Casadaban and Cohen, 1980) was 
used for the construction and the amplification of plasmids. Yeast strains were grown 
under normal conditions on standard media (Sherman et a!., 1979). The 
25 Saccharomyces cereviseae strain INVScI (Invitrogen®) was transformed by means of 
the lithium acetate method (SchiestI and Gietz, 1989) with YIpUTyL or.YlpUTYLMuBax, 
after linearisation in the Ty 5 element (Zhu, 1986). 

Cloning of mouse BAX cDNA 

30 Mouse Bax cDNA. encoding the mouse Bax-a protein, was cloned by Pfu DNA 

polymerase (Stratagene®) chain reaction amplification (PGR) from an EL4/13.18 
thymoma cDNA library (BCCM™/LMBP-LIB15) by making use of the primers: 

5'-ATGGACGGGTCCGGGAGCAG-3' and 

5-TCAGCCCATCTTCTTCCAGATGGTGAG-3'. 
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The resulting PGR product was cloned in a H/ncll-openend pUC19 according to 
standard procedures (Sambrook J. et al., 1989). 

Plasmid constructions 

5 The 2|j or! and the URA3 marker gene were removed from pUT332 (Gatignol et 

al„ 1990) by successive digestions with C/al and Sg/ll. A BamH\-Hind\\\ GAL1 
promoter fragment was ligated into the Bg/ll-H/nd Ill-opened plasmid._A Xba\-Fsp\ FLP 
terminator fragment was inserted into this Xbal-H/ndlll(blunted)-opened plasmid so that 
the plasmid YIpUT was obtained. Insertion of a blunted EcoRI-SsaAl Ty 5 element in 
10 the Kpnl-iAafll-opened and blunted YIpUT resulted in the plasmid YIpUTy. Subsequent 
insertion of the LEU2 marker gene, as a blunted BsaA\-BsrG\ fragment, in the BamHl- 
openend and blunted YIpUTy resulted in the plasmid YIpUTyL. 

Mouse Bax cDNA was excised from pUC19 by digestion with Xba\ and H/ndlll 
and subcloned into the Xftal-H/nd Ill-opened plasmid YIpUTyL. obtaining the final 
1 5 expression plasmid YIpUTyLMuBax. 

The plasmid YIpUTyLMuBax has been deposited in the BCCM™/LMBP culture 
collection as pSCTyGALmBax with accession number 3871 under restricted use. 

GeneFilters 

20 The Yeast GeneFilters"^'^ were purchased from Research Genetics Inc. 

(Huntsville, AL, USA). 

The Yeast GeneFilters™ are hybridization ready nylon membranes containing a 
total of 6144 gene ORFs (Open Reading Frames) individually amplified by PGR and 
spotted on 2 nylon membrane filters (Filter I and II). The filters are cut in the upper right 
25 corner and the DNA is on the labeled side of the filter. 

Filter I contains 3072 ORFs organized into two fields (fields 1 and 2). Each field 
contains 1536 ORFs divided into 8 grids (A. B, C, D, E. F. G and H). The grids are 
organized in 24 rows and 8 columns. 

Filter II contains 3072 ORFs organized in two fields (field 3 and 4). Fields 3 and 
30 4 are organized in the same way as fields 1 and 2. 

The Yeast ORF target 

The yeast filters consist of over 6000 PGR products corresponding to 6144 
yeast ORFs derived from the SGD. The PGR reactions used ORF specific primer pairs 
35 designed to amplify the entire open reading frame. The primers were generated from 
unique sequences containing the start codon ATG and termination codon (kindly 
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provided by M. Cherry at Stanford Genome Center). Thus the PCR product contains 
the complete open reading frame including the start and stop codons. These products 
were purified and resuspended at 50 nanograms per microliter in a colored solution to 
allow the printing to be monitored. A robotic device was used to spot approximately 
5 1/10 of a microliter of the denatured PCR product solution on a positively charged 
nylon membrane. The DNA was then UV cross-linked to the membrane. 

Results 

Induction of Bax-expression in yeast cells 

10 

S. cerevsiae cells (strain INVScI) were transformed with the expression 
plasmid YIpUTyLMuBax or the parental plasmid YIpUTyL as a negative control. 
Alternative yeast strains (such as W303-1A (Thomas and Rothstein. 1989)) with 
equivalent properties are known in the art and can also be used. 

1 5 The Ty 5 element of both plasmids allowed a stable multi-copy integration in the 

genome of the yeast cell. Southern analysis of the cells containing YIpUTyLMuBax 
revealed the integration of 5 GAL1 -controlled Bax-cassettes near Ty elements. 

The yeast cells containing YIpUTyLMuBax and the yeast cells containing 
YIpUTyL were grown overnight in in 10 ml minimal glucose-containing medium. The 

20 precultures were then further diluted to an ODeoo of 0,2 in 100 ml minimal glucose- 
containing medium and grown until an ODeoo of 1 was reached. Subsequently, the 
yeast cells containing YIpUTyL were washed and a dilution thereof was transferred into 
100 ml galactose-containing medium and incubated for 15 hours. After this additional 
period the cultures reached an ODeoo of 1. The yeast cells containing YIpUTyLMuBax 

25 were also washed and transferred into 100 ml galactose-containing medium and 
incubated for 15 hours. 

RNA isolation 

30 Total RNA was isolated using RNApure™ Reagent (Genhunter Corporation 

Nashville, TN. USA) according to the GenHunter protocol. 1.5 10® cells were 
concentrated in a microcentrifuge tube and 1ml RNApure™ Reagent was added 
together with 1 g of glass pearls. The yeast cells were broken by thorough mixing 
during five 2-minutes periods, and placed on ice in-between to avoid RNA digestion. 

35 Chloroform (150 pi) was added to the lysate and centrifuged for 10 min at 4**C and at 
15000 rpm. The supernatant was transferred to a new tube and the RNA was 
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precipitated with an equal volume of isopropanol. After 10 min incubation on ice, the 
RNA was pelleted by centrifugation and the pellet was washed with 70% ice-cold 
ethanol. The dried RNA pellet was resuspended in 50 pi RNAse free dH20. 

5 First strand cDNA synthesis in the presence of a-^^P dCTP 

Probes with high specific activity were prepared by first strand cDNA synthesis 
using total RNA isolated from INVSd YIpUTyLMuBax or INVSd YIpUTyL yeast cells 
and incorporation of a-^^P dCTP as follows: 2 pi (1 pg/ml) of Oligo dT was added to 20 
pg of total RNA in a maximal volume of 8 pi RNase-free dH20 and incubated at 70^*0 
10 for 10 min. After cooling down on ice for 1 min, the following components were added: 
6 pi 5x concentrated First Strand Buffer (GIBCO-BRL) 
1 Ml 0,1 M DTT 

1 pi RNase Block (40 units/pl) (Stratagene) 
1 ,5 pi 20 mM dXTP-solution (X = A. G and T) (Pharmacia) 
15 1 ,5 pi Superscript™ Reverse Transcriptase (200 units/pl) (GIBCO-BRL) 

10 pi a-^P dCTP (10mCi/ml, 3000 Ci/mmol) (Amersham) 
and incubated for 2 h at 37*^0 during which first strand cDNA synthesis took 

place. 

Unincorporated label was separated from the probe on a Sephadex G-50 column 
20 (Pharmacia). The radioactivity incorporated in the probe was measured by liquid 

scintillation. The specific activity of the probes was 3 or 5 10® cpm/pg for both the 

INVSdYlpUTyL and the INVSclYlpUTyLMuBax probe. 

Additionally, the length of first strand cDNA probes was controlled on an 

alkaline 2% agarose gel using standard electrophoresis techniques, and resulted in the 
25 detection, via stimulated phosphorescence autoradiography, of the bulk of the 

fragments around 500 bp. 

Hybridisation with the S. cerevisiae Yeast GeneFilters™ and signal detection 

30 The Yeast GeneFilters^'^ were successively hybridised with the a-^^P dCTP 

labelled cDNA probes using the MicroHyb™ solution provided by the manufacturer 
(Research Genetics Inc., Huntsville, AL, USA). This solution was applied as well in the 
prehybridisation step as during hybridisation. The MicroHyb solution contains 
formamide to allow hybridisation to occur at lower temperatures. 

35 The hybridisation experiment was performed essentially as follows: during 

prehybridisation, the Yeast GeneFilters™ were placed in a hybridisation flask (35x250 



31 

mm) filled with 5 or 10 ml MicroHyb™ solution (42°C) containing 5 \Ji\ polydA (0,5 or 1 
Mg/ml) and incubated for 24 hours at 42''C whilst rotating (10 rpm). After disposal of the 
prehybridisation solution, the denatured (3 min at 100*'C) cDNA was added in 5 ml 
prewarmed MicroHyb solution and again incubated overnight at 42^*0 whilst rotating. 
5 Following two wash steps of 20 min in wash buffer (2x SSC, 1% SDS) at 50**C, a third 
wash step was performed in a second wash buffer (0,5x SSC, 1% SDS) for an 
additional 15 min at room temperature. The Yeast GeneFilters™ were placed in a 
Phosphorlmager™ cassette with storage phosphorscreen. After 4 days of development 
the screen was developed and scanned using the Phosphorlmager™ 455 SI from 
1 0 Molecular Dynamics. The results of these can be seen in Figure 3. 

In-between the hybridisation experiments, the filters were stripped off by 
incubation in 500 ml of a 0,5% SDS solution (prewarmed to near boiling temperature) 
during at least 1 hour at room temperature. 

1 5 Example 2 , Quantification of Hybridisation Signals 

Quantification of the hybridisation signals was done using the ImageQuant™ 
4.1 software tool from Molecular Dynamics (Sunnyvale, CA). The quantification was 
performed per grid of the Yeast GeneFilters^'^, and by drawing a roster of 24 columns 
and 8 rows onto each grid of each filter. As such, each rectangle of the roster 
20 corresponds to a spot on the Yeast GeneFilters™. Subsequently, from each grid a 
volume-report (quantification) was drawn up and the data were transferred to a 
Microsoft™ Excel sheet. Also for each grid a correction factor was calculated. Signals 
neighboring big and dark spots were separately quantified. For each grid, a 
bacl^ground level was calculated. 

25 

Statistical processing of quantification results 

The statistical processing of the results was accomplished in Microsoft™ Excel. 
For each grid, the following statistical functions were separately defined: 

1. The frequency of occurrence of the values in a precisely defined intensity 
30 range(data range), established between 1000 and 61000, split up In intervals of 5000. 

2. The frequency in terms of percentage. 

3. The cumulated frequency in terms of percentage. 

These numeric values were used for the graphical display of the cumulated 
frequency in terms of percentage. 
35 Subsequently, the results of the two experiments (hybridization with cDNA from 

YIpUTyL containing INVSd cells and hybridization with cDNA from YIpUTyLMuBax 

I 
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* containing INVSd cells) were integrated by determination of a second range of 
statistical functions: 

1 . The average of the values of the two experiments for each spot on the filter. 

2. The standard deviation on this average. This is a measure for the 
5 distribution of the values around this average. 

3. The standard deviation in terms of percentage. 

The quotient of the values of the second experiment (Bax expression) against 
the values from the first experiment (control) was determined. This immediately ave the 
factor by which the expression of a specific gene is changed upon Bax induction. 

10 In order to process all these data and to be able to discriminate between 

differences in gene expression, a gene showing a standard deviation in terms of 
percentage of at least 90% and a difference of a factor 5 in expression as a result of 
Bax induction, was identified as a differentially expressed candidate gene. (Table 1). 
Requantification of these candidates confirmed their selection. 

15 When the expression pattern of all 6144 genes is compared in the two 

experiments, it could be concluded that the expression profile of 142 genes (this is 2,3 
%) has been changed with at least of factor 5. An overview of these genes as well as 
the factors with which they are up- or down-regulated is shown in Table 1. The 
sequences of these genes and the amino acid sequences which they encode are 

20 shown in Figure 1 . 

Example 3 . Quantification of Hybridisation Signals using the Pathways™ 
software 

Quantification of the hybridisation signals was done using the Pathways ™ 
25 Software (Research Genetics) and these signals were normalised against all data 
points. Comparison of these normalised data revealed differentially expressed 
candidate genes. Visual inspection of the hybridisation spots confirmed their selection. 
An overview of these genes as well as the factors with which they are up- or down- 
regulated is shown in Table 2. 
30 Surprisingly, using this Software package for analysing the results in this 

example and when compared to the results of^example 2, some additional genes were 
found which expression are up-or down-regulated upon Sax expression in S. 
cerevisiae. 

The sequences of up- and down regulated genes and the corresponding amino 
35 acid sequences from Examples 2 and 3 are shown in Figure 1 . 



33 

Example 4 Search for homologues in Candida albicans 

Sequence similarity searches against public and commercial sequence 
databases were performed with the BLAST software package (Altschul et aL, 1990) 
version 2. Both the original nucleotide sequence and the six-frame conceptual 
5 translations were used as query sequences. The used public databases were the 
EMBL nucleotide sequence database (Stoesser et sL, 1998), the SWISS-PROT protein 
sequence database and its supplement TrEMBL (Bairoch and Apweiler, 1998), and the 
ALCES Candida albicans sequence database (Stanford University, University of 
Minesota). The commercial sequence database used was the PathoSeq^'^ microbial 
10 genomic database (Incyte Pharmaceuticals Inc., Palo Alto, CA. USA). 

Sequence similarity searches were performed using the BLAST software 
package version 2. The identity between 2 sequences was calculated as percentage 
identical residues, the similarity percentage between two sequences was calculated 
using BLOSUM62 as a scoring matrix. 

15 

Example 5 . Screening for compounds modulating expression of polypeptides 
involved in induction of cell death of C. albicans 

The method proposed is based on observations (Sandbaken et al., 1990; 
Hinnebusch and Liebman 1991; Ribogene PCT WO 95/11969, 1995) suggesting that 
20 underexpression or overexpression of any component of a process (e.g. translation) 
could lead to altered sensitivity to an inhibitor of a relevant step in that process. Such 
an inhibitor should be more potent against a cell limited by a deficiency in the 
macromolecule catalyzing that step and/or less potent macromolecule. as compared to 
the wild type (WT) cell. 

25 Mutant yeast strains, for example, have shown that some steps of translation 

are sensitive to the stoichiometry of macromolecules involved, (Sandbaken et al., 
1990). Such strains are more sensitive to compounds which specifically perturb 
translation (by acting on a component that participates in translation) but are equally 
sensitive to compounds with other mechanisms of action. 

30 This method thus not only provides a means to identify whether a test 

compound perturbs a certain process but also an indication of the site at which it exerts 
its effect. The component which is present in altered form or amount in a cell whose 
growth is affected by a test compound is potentially the site of action of the test 
compound. 

35 The assay to be set up involves measurement of growth or death rate of an 

isogenic strain which has been modified only in a certain specific allele, relative to a 
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wild type (WT) Candida albicans strain, in the presence of R-compounds. Strains can 
be ones in which the expression of a specific protein is impaired upon induction of anti- 
sense or strains which carry disruptions in an essential gene. An in silico approach to 
find novel genes in Candida albicans will be performed. A number of essential genes 
5 identified in this way will be disrupted (in one allele) and the resulting strains can be 
used for comparative growth and/or death rate screening. 

Example 6 . Assay for High Throughput screening for drugs 

35 pi minimal medium (S medium + 2% galactose + 2% maltose) is transferred 
10 in a transparent flat-bottomed 96 well plate (MW96) using an automated pipetting 
system (Multidrop. Labsystems). A 96-channel pipettor (Hydra, Robbins Scientific) 
transfers 2.5 pi of R-compound at 10"^ M in DMSO from a stock plate into the assay 
plate. 

The selected Candida albicans strains (mutant and parent (CAI-4) strain) are 
15 stored as glycerol stocks (15%) at -TO^'C. The strains are streaked out on selective 
plates (SD medium) and incubated for two days at 30°C. For the parent strain, CAI-4, 
the medium is always supplemented with 20 pg/ml uridine. A single colony is scooped 
up and resuspended in 1 ml minimal medium (S medium + 2% galactose + 2% 
maltose). Cells are incubated at 30°C for 8 hours while shaking at 250 rpm. A 10 ml 
20 culture is inoculated at 250.000 cells/ml. Cultures are incubated at 30°C for 24 hours 
while shaking at 250 rpm. Cells are counted in Coulter counter and the final culture (S 
medium + 2% galactose + 2% maltose) is inoculated at 20.000 to 50.000 cells/ml. 
Cultures are grown at 30°C while shaking at 250 rpm until a final ODeoo of 0.24 (+/- 
0.04) is reached. 

25 200 pi of this yeast suspension is added to all wells of MW96 plates containing 

R-compounds in a 450 pi total volume. MW96 plates are incubated (static) at 30*'C for 
48 hours. 

Optical densities are measured after 48 hours. 

Test growth is expressed as a percentage of positive control growth for both 
30 mutant (x) and wild type (y) strains. The ratio (x/y) of these derived variables is 
calculated. 
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SEQ ID NO 183 
SEQ ID NO 185 
SEQ ID NO 187 
SEQ ID NO 189 
SEQ ID NO 191 
SEQ ID NO 193 
SEQ ID NO 195 
SEQ ID NO 197 
SEQ ID NO 199 
SEQ ID NO 201 
SEQ ID NO 203 
SEQ ID NO 205 
SEQ ID NO 207 
SEQ ID NO 209 
SEQ ID NO 211 
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YML128C 


5.1 


SEQ ID NO 213 


YML130C 


5.41 


SEQ ID NO 215 


YMR022W 


6.45 


SEQ ID NO 217 


YMR118C 


5.13 


SEQ ID NO 219 


YMR143W 


0.08 


SEQ ID NO 221 


YMR174C 


6.75 


SEQ ID NO 223 


YMR191W 


9.56 


SEQ ID NO 225 


YMR230W 


0.13 


SEQ ID NO 227 


YNL054W 


5.19 


SEQ ID NO 229 


YNL067W 


0.12 


SEQ ID NO 231 


YNL075W 


0.16 


SEQ ID NO 233 


YNL096C 


0.14 


SEQ ID NO 235 


YNL162W 


0.07 


SEQ ID NO 237 


YNL178W 


0.11 


SEQ ID NO 239 


YNL182C 


0.18 


SEQ ID NO 241 


YNL190W 


0.07 


SEQ ID NO 243 


YNL208W 


5.87 


SEQ ID NO 245 


YNL210W 


0.02 


SEQ ID NO 247 


YOL031C 


5.32 


SEQ ID NO 249 


YOL048C 


14.34 


SEQ ID NO 251 


YOR010C 


7.27 


SEQ ID NO 253 


YOR019W 


5.19 


SEQ ID NO 255 


YOR027W 


6.03 


SEQ ID NO 257 


YOR031W 


5.35 


SEQ ID NO 259 


YOR096W 


0.12 


SEQ ID NO 261 


YOR248W 


0.18 


SEQ ID NO 263 


YOR293W 


0.11 


SEQ ID NO 265 


YOR312C 


0.12 




YOR369C 


0.21 


SEQ ID NO 269 


YPL047W 


5.09 


SEQ ID NO 271 


YPL090C 


0.1 


SEQ ID NO 273 


YPL137C 


10.41 


SEQ ID NO 275 


YPL159C 


5.61 


SEQ ID NO 277 


YPL175W 


5.95 


SEQ ID NO 279 


YPL180W 


7.68 


SEQ ID NO 281 


YPL218W 


6.26 


SEQ ID NO 283 


YPR102C 


0.17 


SEQ ID NO 285 
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Table 2. 



not: 




^f^mif^ncp ID Number 


YGR236C 


-7 OCT 
7.ZO 


QPO in MO 11Q 


YDK442W 


U.U4y 


QPO in MO 


YGKlo2C 


fx ono 


QPO in MO 4fi7 


YGR106C 


r\ /I "7Q 


QPO in MO Af\^ 


YKRP40C 


2.ZO 


QPO in MO Zl71 
otvj lU InV»^ H/ I 


YJL188C 


0.0/ D 


QPO in MO 1R1 


YOK096W 


O.Oo/ 


QPO in MO 9R1 


YOR293W 


0.1 0/ 


QPO in MO 9^*^ 


X X rx >i r A # 

YDR450W 


O.OOD 


QPO in MO R*^ 
O^Lk/ ILJ IN\«/ DO 


XXR XI 

YML026C 


O.Ool 


QPO in MO 9nQ 


YHR021C 


0.1 14 


QPO in MO 1 9Q 


xyi r^<4/^^%Al 

YLR167W 


O.Ooo 


QPO in MO Ift*^ 

OC^v*^ IL' V^\J 1 00 


YGL147C 


O.ObI 


QPO in MO 1 

OtUj IL/ Vh\J two 


YGR085C 


0.10/ 


QPO in MO J-R*^ 

11-/ INw *tDO 


YOR312C 


O.Ooo 


QPO in MO 9^7" 
ILI IN^ ZD/ 


T v^L. 1 ^ f VV 


0.101 


SEQ ID NO 473 


YHR010W 


0.077 


SEQ ID NO 127 


YDR471W 


0.046 


SEQ ID NO 65 


YDL191W 


0.128 


SEQ ID NO 49 


YDL136W 


0.125 


SEQ ID NO 43 


YLR325C 


0.061 


SEQ ID NO 199 


YJL189W 


0.07 


SEQ ID NO 163 


YIL148W 


0.145 


SEQ ID NO 139 


YHR141C 


0.069 


SEQ ID NO 131 


YBL003C 


0.119 


SEQ ID NO 457 


YDR529C 


0.352 


SEQ ID NO 461 


YGR183C 


0.781 


SEQ ID NO 469 
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CLAIMS 

1 . Use of a nucleic acid molecule encoding a polypeptide which is involved 
in a pathway eventually leading to programmed cell death of yeast or fungi and which 
5 nucleic acid sequence is selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 2, 4, 6. 8. 10, 12, 14, 16, 18, 20, 22. 24, 
26, 28, 30, 32, 34, 36, 38, 40, 42, 44. 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 
66, 68. 70, 72, 74, 76. 78, 80, 82, 84, 86, 88, 90. 92, 94, 96, 98, 100, 102, 

10 104, 106, 108. 110. 112, 114, 116, 118, 120, 122, 124, 126, 128. 130, 132, 

134, 136. 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 
164, 166, 168, 170, 172, 174, 176. 178, 180, 182, 184, 186, 188, 190, 192, 
194. 196. 198, 200, 202, 204, 206, 208, 210, 212, 214. 216, 218, 220, 222, 
224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248. 250, 252, 

15 254, 256. 258. 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 

284. 286. 288, 290, 292, 294. 296, 298, 300, 302, 304. 306, 308, 310, 312, 
314, 316, 318, 320, 322. 324, 326. 328, 330, 332, 334, 336, 338, 340, 342, 
344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 

20 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 

434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 
464, 466, 468. 470, 472, 474, 476. 478, 480. 482, or 484, or encoding a 
functional equivalent, derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence 
25 which is more than 70% similar, preferably more than 80% similar, more 

preferably more than 90% similar and most preferably more than 97% 
similar to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 
10, 12, 14, 16, 18, 20, 22, 24. 26, 28. 30. 32, 34. 36. 38, 40. 42. 44, 46. 48. 
50. 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 

30 90, 92, 94. 96, 98, 100, 102, 104. 106, 108, 110, 112, 114, 116, 118, 120, 

122, 124, 126. 128, 130. 132. 134, 136, 138, 140, 142, 144. 146, 148. 150, 
152, 154, 156. 158. 160. 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 
182, 184, 186. 188, 190, 192, 194, 196, 198, 200, 202. 204, 206, 208, 210, 
212, 214. 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 

35 242, 244. 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 

272, 274, 276, 278, 280. 282, 284, 286, 288, 290, 292. 294, 296, 298, 300, 
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302. 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 
332, 334, 336, 338, 340, 342, 344, 346, 348, 350. 352, 354, 356, 358, 360. 
362, 364, 366. 368, 370, 372, 374, 376, 378, 380, 382, 384, 386. 388, 390. 
392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 
422, 424, 426, 428, 430, 432, 434, 436, 438, 440. 442, 444, 446, 448, 450, 
452, 454, 456. 458, 460, 462, 464, 466, 468, 470, 472, 474. 476, 478, 480. 
482. or 484; 

(c) a nucleic acid molecule encoding a protein having an amino add sequence 
whicli is more than 70% identical, preferably more than 80% identical, more 
preferably more than 90% identical and most preferably more than 97% 
identical to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 
8, 10, 12, 14, 16, 18, 20, 22, 24, 26. 28, 30, 32. 34, 36, 38. 40. 42. 44, 46, 
48, 50. 52. 54, 56, 58, 60, 62. 64. 66, 68. 70. 72, 74. 76, 78, 80, 82, 84. 86, 
88, 90, 92, 94. 96. 98, 100. 102, 104. 106. 108. 110. 112, 114. 116. 118. 
120. 122. 124, 126, 128. 130. 132. 134. 136. 138, 140, 142, 144, 146, 148. 
150. 152. 154, 156, 158, 160. 162, 164, 166, 168, 170, 172, 174, 176, 178, 
180, 182, 184. 186, 188, 190, 192, 194, 196, 198. 200, 202, 204, 206, 208, 
210, 212, 214, 216, 218. 220, 222, 224, 226, 228, 230, 232, 234, 236, 238. 
240, 242. 244. 246. 248, 250, 252, 254. 256, 258. 260. 262. 264, 266, 268, 
270, 272, 274. 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 
300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322. 324, 326, 328, 
330, 332, 334, 336, 338, 340, 342, 344, 346, 348. 350, 352, 354, 356, 358, 
360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 
390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 
420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 
450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 
480, 482, or 484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of 
SEQ ID NOs 1, 3, 5, 7. 9, 11, 13. 15, 17, 19, 21. 23, 25, 27, 29, 31, 33, 35, 
37. 39. 41, 43. 45. 47. 49. 51, 53, 55, 57, 59, 61, 63, 65, 67. 69, 71, 73, 75, 
77, 79, 81, 83, 85, 87. 89, 91, 93. 95. 97. 99, 101. 103, 105, 107, 109. 111. 
113. 115. 117. 119, 121, 123, 125, 127, 129, 131, 133, 135, 137, 139, 141. 
143. 145. 147. 149, 151, 153, 155, 157, 159, 161. 163. 165. 167. 169. 171. 
173, 175, 177. 179. 181, 183, 185, 187, 189. 191. 193. 195. 197. 199. 201. 
203. 205. 207, 209. 211, 213. 215, 217. 219. 221. 223. 225. 227, 229, 231. 
233, 235. 237, 239, 241, 243. 245, 247, 249, 251, 253, 255, 257. 259, 261, 



263, 265. 267, 269, 271, 273, 275, 277, 279, 281, 283, 285, 287, 289, 291, 
293, 295. 297, 299, 301, 303, 305, 307, 309, 311, 313, 315. 317, 319. 321, 
323, 325. 327, 329, 331, 333, 335, 337, 339, 341, 343, 345, 347, 349, 351, 
353, 355. 357, 359, 361, 363, 365, 367, 369, 371, 373, 375. 377, 379, 381, 
5 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 405. 407, 409, 411, 

413, 415, 417, 419, 421, 423, 425, 427, 429; 431, 433, 435. 437, 439, 441, 
443. 445, 447, 449. 451. 453. 455. 457. 459, 461. 463, 465, 467. 469, 471, 
473. 475, 477, 479. 481 or 483; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more 
10 than 80% identical, more preferably more than 90% identical and most 

preferably more than 97% identical to any of the nucleic acid sequences 
shown in SEQ ID NOs 1, 3, 5. 7. 9. 11, 13, 15. 17, 19, 21, 23. 25. 27, 29. 
31, 33, 35. 37, 39, 41, 43, 45, 47, 49, 51, 53, 55, 57, 59, 61, 63, 65, 67, 69. 
71, 73, 75, 77, 79, 81, 83. 85. 87, 89, 91, 93, 95. 97, 99, 101. 103, 105, 107. 

15 109, 111, 113, 115, 117, 119. 121, 123, 125, 127, 129, 131, 133, 135, 137, 

139. 141, 143, 145. 147, 149, 151, 153, 155, 157. 159, 161, 163, 165, 167, 
169, 171. 173. 175, 177, 179, 181, 183, 185, 187, 189. 191, 193, 195, 197, 
199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 219, 221. 223, 225. 227, 
229, 231, 233, 235, 237, 239, 241, 243, 245, 247, 249, 251. 253, 255. 257, 

20 259, 261. 263, 265. 267, 269, 271, 273, 275, 277, 279, 281, 283, 285, 287, 

289, 291, 293, 295, 297, 299, 301, 303, 305, 307, 309, 311, 313, 315, 317, 
319, 321. 323. 325, 327, 329. 331, 333, 335, 337, 339, 341, 343, 345. 347, 
349, 351, 353. 355, 357, 359, 361, 363, 365, 367, 369, 371. 373, 375. 377. 
379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401. 403, 405, 407, 

25 409, 411, 413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 433, 435, 437, 

439, 441, 443, 445, 447, 449, 451. 453. 455, 457, 459, 461, 463, 465, 467, 
469, 471, 473. 475. 477. 479, 481 or 483; and 

(f) a nucleic acid sequence encoding a functional fragment of any of the 
nucleic acid sequences as specified in a) to e), 

30 (g) the complement of any of the nucleic acid sequences as specified in a) to f), 

for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 

2. Use of a polypeptide which is involved in a pathway eventually leading 
35 to programmed cell death of yeast or fungi, said polypeptide being selected from : 



JtJ 3 O fj .1. igi „„ jjJL, IJ 



(a) a protein having an amino acid sequence as represented in any of SEQ ID 
NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 
42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 
82, 84, 86, 88, 90, 92, 94, 96, 98, 100. 102, 104, 106, 108, 110, 1 12, 1 14, 

5 116. 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 

146. 148. 150. 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172. 174. 
176. 178, 180, 182. 184. 186, 188. 190, 192. 194, 196, 198, 200, 202. 204. 
206, 208. 210. 212, 214, 216. 218, 220, 222. 224, 226, 228. 230, 232. 234, 
236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 

10 266, 268, 270, 272, 274, 276, 278, 280, 282, 284. 286. 288, 290, 292, 294, 

296, 298, 300, 302, 304, 306, 308, 310. 312. 314, 316. 318, 320, 322, 324, 
326, 328, 330. 332, 334, 336, 338, 340, 342, 344, 346. 348. 350, 352. 354, 
356, 358. 360, 362, 364, 366, 368, 370, 372, 374, 376. 378, 380, 382. 384. 
386, 388. 390, 392, 394. 396, 398. 400, 402, 404. 406. 408, 410, 412, 414, 

15 416. 418, 420, 422, 424, 426, 428, 430, 432, 434. 436. 438, 440, 442, 444, 

446. 448, 450. 452. 454, 456. 458, 460. 462, 464, 466. 468, 470. 472. 474. 
476, 478, 480, 482, or 484, or encoding a functional equivalent, derivative or 
bioprecursor of said protein; 

(b) a protein having an amino acid sequence v\/hich is more than 70% similar, 
20 preferably more than 80% similar, more preferably more than 90% similar 

and most preferably more than 97% similar to any of the amino acid 
sequences shown in SEQ ID NOs 2. 4. 6. 8, 10, 12, 14, 16, 18, 20, 22, 24, 
26, 28, 30. 32. 34. 36. 38. 40. 42. 44, 46, 48, 50, 52, 54, 56, 58, 60, 62. 64, 
66, 68, 70. 72, 74, 76, 78, 80, 82, 84, 86, 88, 90. 92, 94, 96, 98. 100, 102, 

25 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124. 126, 128, 130, 132, 

134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 
164, 166, 168, 170. 172. 174. 176. 178. 180. 182. 184. 186. 188, 190, 192, 
194, 196, 198. 200, 202. 204. 206, 208. 210, 212. 214, 216. 218, 220, 222, 
224. 226, 228, 230, 232. 234. 236. 238. 240. 242. 244. 246. 248. 250. 252, 

30 254. 256. 258, 260. 262, 264. 266, 268. 270. 272, 274. 276, 278. 280. 282. 

284. 286. 288. 290, 292, 294, 296, 298, 300, 302, 304. 306, 308. 310. 312, 
314, 316, 318, 320, 322. 324. 326, 328, 330, 332. 334. 336. 338. 340. 342, 
344, 346, 348, 350. 352, 354, 356. 358. 360. 362. 364. 366, 368, 370. 372. 
374, 376. 378. 380, 382, 384, 386. 388. 390. 392. 394, 396. 398. 400, 402, 

35 404. 406. 408. 410, 412, 414. 416. 418. 420. 422. 424. 426. 428. 430. 432, 
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434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 
464, 466, 468, 470, 472, 474, 476, 478, 480, 482, or 484; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 80% identical, more preferably more than 90% 

5 identical and most preferably more than 97% identical to any of the amino 

acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 
24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48. 50, 52, 54, 56, 58, 60. 62, 
64, 66, 68, 70, 72, 74, 76. 78, 80, 82, 84, 86. 88, 90, 92, 94, 96, 98. 100. 
102, 104. 106. 108. 110, 112, 114, 116, 118, 120, 122. 124, 126, 128. 130. 

10 132, 134. 136. 138, 140. 142. 144, 146. 148, 150, 152. 154. 156, 158. 160. 

162. 164. 166. 168. 170, 172, 174, 176. 178, 180, 182. 184. 186, 188, 190, 
192, 194, 196, 198. 200, 202, 204, 206, 208. 210, 212, 214. 216. 218. 220. 
222. 224, 226. 228. 230. 232. 234. 236. 238. 240. 242. 244, 246, 248, 250, 
252, 254, 256. 258, 260. 262. 264. 266. 268, 270. 272. 274. 276. 278. 280. 

15 282. 284, 286. 288. 290. 292. 294, 296, 298, 300, 302. 304. 306. 308. 310. 

312, 314. 316. 318, 320, 322, 324, 326, 328. 330. 332. 334, 336, 338, 340. 
342, 344. 346, 348, 350. 352, 354. 356, 358, 360, 362. 364, 366. 368, 370. 
372. 374. 376, 378, 380, 382, 384, 386. 388. 390, 392, 394. 396, 398, 400, 
402. 404. 406. 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 

20 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452. 454, 456, 458. 460, 

462, 464, 466, 468, 470. 472, 474, 476, 478, 480, 482. or 484; and. 

(d) a functional fragment of any of said proteins as defined in a) to c). 

for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 

25 

3. A pharmaceutical or fungicidal composition comprising a nucleic acid 
molecule as defined In claim 1 or a polypeptide as defined in claim 2 together with a 
pharmaceutically acceptable carrier diluent or excipient therefor. 

30 4. A vaccine for immunizing a mammal against yeast or fungal infections 

comprising at least one nucleic acid molecule as defined in claim 1 or at least one 
polypeptide as defined in claim 2 in a pharmaceutically acceptable carrier. 

5. A genetically modified yeast or fungus in which modification results in 
35 the overexpression or underexpression of at least one of the nucleic acids as defined in 
claim 1 or the polypeptides as defined in claim 2, which overexpression or 
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underexpression of said nucleic acid or polypeptide prevents or delays apoptosis of 
said genetically modified yeast or fungus. 

6. A method of identifying compounds which selectively modulate 
5 expression or functionality of polypeptides involved in a pathway eventually leading to 
programmed cell death of yeast or fungi or in metabolic pathways in which said 
polypeptides are involved, which method comprises: 

(a) contacting a compound to be tested with yeast or fungal cells having a 
mutation which results in overexpression or underexpression of at least one 

10 of the polypeptides as defined in claim 2, in addition to contacting wild type 

cells with said compound, 

(b) monitoring the growth, death rate or activity of said mutated cells compared 
to said wild type cells; wherein differential growth or activity of said mutated 
yeast or fungi cells is indicative of selective action of said compound on a 

1 5 polypeptide in the same or a parallel pathway, 

(c) alternatively monitoring the growth, death rate or activity of said mutated 
cells compared to mutated cells which were not contacted with the 
compound to be tested, wherein differential growth or activity of said 
mutated yeast of fungi cells is indicative of selective action of said 

20 compound on a polypeptide in the same or a parallel pathway, 

(d) alternatively monitoring changes in morphologic and/or functional properties 
of components in said mutated cells caused by the addition of the 
compound to be tested. 

25 7. A method of identifying compounds which selectively modulate 

expression or functionality of polypeptides involved in a pathway eventually leading to 
programmed cell death of yeast and fungi or in metabolic pathways in which said 
polypeptides are involved, which method comprises: 

(a) contacting a compound to be tested with yeast or fungal cells transformed, 
30 transfected or infected with an expression vector comprising an antisense 

sequence of at least one of the nucleic acid sequences as defined in claim 
1, which expression results in underexpression of said polypeptide, in 
addition to contacting one or more wild type cells with said compound, 

(b) monitoring the growth, death rate or activity of said transformed, transfected 
35 or infected cells compared to said wild type cells; wherein differential growth 

6r activity of said transformed, transfected or infected yeast or fungal cells is 



indicative of selective action of said compound on a polypeptide in the same 
or a parallel pathway, 

(c) alternatively monitoring the gro\A/th, death rate or activity of said 
transformed, transfected or infected cells compared to transformed, 

5 transfected or infected cells which were not contacted with the compound to 

be tested, wherein differential growth or activity of said mutated yeast of 
fungi cells is indicative of selective action of said compound on a 
polypeptide in the same or a parallel pathway, 

(d) alternatively monitoring changes in morphologic and/or functional properties 
10 of components In said transformed, transfected or infected cells caused by 

the addition of the compound to be tested. 

8. A method of identifying compounds which bind to or modulate the 
properties of polypeptides which are involved in a pathway eventually leading to 

1 5 programmed cell death of yeast or fungi, which method comprises: 

(a) contacting a compound to be tested with at least one of the polypeptides as 
defined in claim 2, 

(b) detecting the complex formed between the compound to be tested and said 
polypeptide, 

20 (c) alternatively, examining the diminution of complex formation between said 

polypeptide and a binding partner, caused by the addition of the compound 
being tested. 

(d) alternatively, examining the alteration in the functional activity of the 
polypeptide, caused by the addition of the compound being tested. 

25 

9. A method of identifying compounds which selectively modulate 
expression of polypeptides which are involved in a pathway eventually leading to 
programmed cell death of yeast or fungi which method comprises: 

(a) contacting host cells transformed, transfected or infected with an expression 
30 vector comprising a promoter sequence of a nucleic acid molecule as 

defined in claim 1 joined in frame with a reporter gene, 

(b) monitoring increased or decreased expression of said reporter gene caused 
by the addition of the compound being tested. 
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10. A method according to any of claims 6 to 9 winerein said yeast or fungus 
is chosen from Saccharomyces cerevisiae, Schizosaccharomyces pombe, Candida 
albicans, or Aspergillus fumigatus. 

5 1 1 . A compound identifiable according to the method of any of claims 6 to 9. 

12. A compound according to claim 1 1 for use as a medicament. 

13. A method for preparing a pharmaceutical composition for treating 
1 0 diseases associated with yeast or fungi comprising admixing a compound according to 

claim 12 with a suitable pharmaceutically acceptable carrier. 

14. Use of a compound according to claim 11 or 12 for the preparation of a 
medicament for treating diseases associated with yeast and fungi. 

15 

1 5. Use of a compound according to claim 1 1 or 1 2 or a genetically modified 
organism as defined in claim 5 for the preparation of a medicament for modifying the 
endogenic flora of humans and other mammals. 

20 16. Use of a compound according to claim 12 where the yeast or fungus is 

chosen from Candida spp.. Aspergillus spp., Microsporum spp., Trichophyton spp., 
Fusarium spp., Zygomycetes spp., Botritis, spp., Cladosporium spp., Malassezia spp.. 
Epidermophyton floccosum, Blastomyces dermatitidis, Coccidioides immitis, 
Histoplasma capsulatum, Paracoccidioides brasiliensis. Cryptococcus neoformans, 

25 and Sporothrix schenckii. 

17. A nucleic acid sequence encoding a polypeptide which is involved in a 
pathway for programmed cell death of yeast or fungi selected from: 
30 (a) a nucleic acid encoding a protein having an amino acid sequence as 

represented in any of SEQ ID NOs 286, 288, 290, 292, 296, 298, 300. 302. 304, 

306, 308. 310. 312, 316, 318, 320, 322, 324, 326. 328. 330, 332, 338. 342. 344. 

346, 348. 352. 354, 356, 358, 360, 362. 364, 366, 368. 370, 372. 374, 376. 380. 

382, 384, 386. 388, 390, 392, 394, 398. 402. 404. 406, 408, 410. 412, 416. 418, 
35 422. 424, 426. 428. 430. 432, 434. 436, 438. 440. 442, 444, 446. 448. 450. 452, 
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454, 476, 478, 480, 482 or 484, or encoding a functional equivalent, derivative 
or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% similar, preferably more than 80% similar, more 

5 preferably more than 90% similar and most preferably more than 97% similar to 

any of the amino acid sequences shown in SEQ ID NOs 286. 288, 290, 292, 
296, 298, 300, 302, 304, 306. 308, 310, 312, 316, 318, 320, 322, 324. 326, 328, 
330, 332, 338, 342, 344, 346, 348, 352. 354, 356. 358. 360, 362, 364, 366, 368, 
370, 372, 374, 376, 380, 382, 384, 386. 388, 390, 392. 394, 398. 402. 404. 406, 
10 408. 410. 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436. 438, 440, 442, 

444, 446, 448, 450, 452, 454, 476, 478. 480, 482 or 484; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% identical, preferably more than 80% identical, more 
preferably more than 90% identical and most preferably more than 97% 

1 5 identical to any of the amino acid sequences shown in SEQ ID NOs 286, 288, 

290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312. 316. 318, 320, 322, 324, 
326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 364, 
366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 
404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 

20 440, 442, 444, 446, 448, 450, 452, 454, 476, 478, 480, 482 or 484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ 
ID NOs 285, 287, 289, 291, 295, 297, 299, 301, 303, 305, 307, 309, 311, 315, 
317, 319, 321, 323, 325, 327, 329, 331, 337, 341, 343, 345, 347, 351, 353, 355, 
357, 359, 361, 363, 365, 367, 369, 371, 373, 375, 379, 381, 383, 385, 387, 389, 

25 391 , 393, 397, 401 , 403, 405, 407, 409, 41 1 , 41 5, 41 7, 421 , 423, 425, 427, 429, 

431, 433, 435, 437, 439, 441, 443, 445, 447, 449, 451, 453, 475, 477, 479, 481 
or 483; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more than 
80% identical, more preferably more than 90% identical and most preferably 

30 more than 97% identical to any of the nucleic acid sequences shown in SEQ ID 

NOs 285, 287, 289, 291, 295, 297, 299, 301, 303, 305, 307, 309, 311, 315, 317, 
319, 321, 323, 325, 327, 329, 331, 337, 341, 343, 345, 347, 351. 353. 355, 357, 
359, 361, 363, 365, 367, 369, 371, 373, 375, 379, 381, 383, 385. 387. 389, 391, 
393, 397. 401 , 403, 405, 407, 409, 411,415,417, 421 . 423, 425. 427, 429, 431 , 

35 433. 435, 437. 439, 441, 443, 445, 447. 449. 451. 453. 475, 477. 479, 481 or 

483; and. 



50 

(f) a nucleic acid sequence encoding a functional fragment of any of the nucleic 
acid sequences as specified in a) to e), 

(g) the complement of any of the nucleic acid sequences as specified in a) to e). 

5 18. A nucleic acid according to claim 16 characterized in that it Is derived 

from Candida albicans. 

19. A nucleic acid molecule capable of selectively hybridizing to a nucleic 
acid sequence as defined in claim 1 or the complement thereof. 



10 



20. A nucleic acid sequence according to any of claim 17 to 19 which is 

mRNA 



21. A nucleic acid sequence according to any of claims 17 to 19 which is 

15 DNA. 

22. A nucleic acid sequence according to any of claims 17 to 19 which is 

cDNA. 

20 23. An antisense molecule comprising a nucleic acid sequence capable of 

selectively hybridizing to the nucleic acid sequences according to any of claims 17 to 
22. 

24. An isolated protein which is involved in a pathway for programmed cell 
25 death of yeast or fungi selected from: 

(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 
286, 288, 290, 292, 296, 298. 300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 
322, 324, 326. 328, 330, 332, 338. 342, 344, 346. 348, 352, 354. 356. 358, 360. 
362. 364. 366, 368. 370, 372. 374. 376. 380. 382, 384, 386. 388. 390. 392. 394. 

30 398, 402. 404, 406, 408, 410, 412. 416, 418, 422. 424, 426, 428. 430, 432. 434. 

436, 438, 440. 442, 444, 446, 448. 450. 452, 454, 476, 478. 480, 482 or 484, or 
encoding a functional equivalent, derivative or bioprecursor of said protein; 

(b) a protein having an amino acid sequence which Is more than 70% similar, 
preferably more than 80% similar, more preferably more than 90% similar and 

35 most preferably more than 97% similar to any of the amino acid sequences 

shown In SEQ ID NOs 286. 288. 290, 292. 296, 298, 300, 302. 304, 306, 308. 
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310, 312, 316, 318. 320, 322. 324. 326, 328. 330. 332. 338. 342. 344. 346. 348. 
352, 354. 356. 358. 360. 362. 364. 366. 368. 370. 372. 374. 376. 380. 382. 384, 
386. 388, 390. 392. 394. 398. 402, 404. 406. 408. 410. 412. 416. 418. 422. 424. 
426. 428. 430. 432. 434. 436. 438. 440. 442. 444. 446. 448. 450. 452. 454, 476. 
478, 480. 482 or 484; 

(c) a protein having an amino acid sequence wiiich is more tlian 70% identical, 
preferably more than 80% identical, more preferably more than 90% identical 
and most preferably more than 97% identical to any of the amino acid 
sequences shown in SEQ ID NOs 286, 288. 290. 292. 296. 298, 300, 302. 304. 
306. 308. 310. 312. 316, 318. 320. 322. 324. 326, 328, 330. 332, 338, 342. 344. 
346, 348. 352. 354, 356, 358, 360, 362, 364. 366, 368, 370. 372, 374. 376. 380, 
382, 384. 386. 388, 390, 392, 394, 398. 402. 404, 406, 408. 410, 412. 416, 418. 
422. 424, 426. 428. 430. 432. 434. 436. 438. 440, 442, 444. 446, 448, 450. 452, 
454, 476. 478. 480. 482 or 484; and, 

(d) a functional fragment of any of said proteins as defined in a) to c) 

25. An expression vector comprising a nucleic acid sequence according to 
any of claims 1 7 to 23 . 

20 26. An expression vector according to claim 25 which comprises an 

inducible promoter. 

27. An expression vector according to claim 25 or 26 which comprises a 
sequence encoding a reporter molecule. 

25 

28. A host cell transformed, transfecfed or infected with the vector of any of 
claims 25 to 27. 

29. A nucleic acid molecule according to any of claims 17 to 23 for use as a 
30 medicament. 

30. A polypeptide according to claim 24 for use as a medicament. 

31 . An antibody capable of specifically binding to a polypeptide according to 
35 claim 24. 
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32. An antibody according to claim 31 for use as a medicannent. 

33. A pharmaceutical composition comprising an antibody according to 
claim 31 or 32. 

5 

34. Use of an antibody according to claim 31 or 32, or an antibody capable 
of binding to at least one of the polypeptides as defined in claim 2, for the preparation 
of a medicament for treating diseases associated with yeast and fungi. 

10 35. Use of an antibody according to claim 34 where the fungus is Candida 

albicans. 

36. A nucleic acid probe which comprises a fragment of at least 15 
contiguous nucleotides of a nucleic acid molecule as defined in claim 17 and which 

1 5 selectively hybridises with any of said nucleic acid molecules. 

37. A nucleic acid primer which comprises a fragment of at least 15 
contiguous nucleotides of a nucleic acid molecule as defined in claim 17 and which 
selectively amplifies any of said nucleic acid molecules. 

20 

38. A genetically modified mammalian cell or non-human organism in which 
modification results in the overexpression or underexpression of at least one of the 
nucleic acids as defined in claim 1 or a human homologue thereof or at least one of the 
polypeptides as defined in claim 2 or a human homologue thereof, which 

25 overexpression or underexpression of said nucleic acid or polypeptide prevents or 
delays apoptosis of said genetically modified mammalian cell or in said genetically 
modified non-human organism. 

39. A method for identifying compounds for stimulating or inhibiting 
30 apoptosis comprising the use of at least one of the nucleic acid sequences as defined 

in claim 1 or a human homologue thereof and/or at least one of the polypeptides as 
defined in claim 2 or a human homologue thereof and/or a genetically modified 
mammalian cell or non-human organism according to claim 38. 



35 



40. A compound identifiable according to the method of claim 39. 
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41 . A compound according to claim 40 for use as a medicament. 

42. A method for preparing a pharmaceutical composition for treating 
proliferative disorders or for preventing apoptosis in certain diseases comprising 

5 admixing a compound according to claim 40 or 41 with a suitable pharmaceutically 
acceptable carrier. 

43. Use of a compound according to claim 40 or 41 for the preparation of a 
medicament for treating proliferative disorders or for preventing apoptosis in certain 

10 disorders. 

44. Use of a nucleic acid molecule selected from any of the nucleic acid 
molecules as defined in claim 1 or a human homologue thereof for treating proliferative 
disorders or for the prevention of apoptosis in certain diseases. 

15 

45. Use of a polypeptide selected from any of the polypeptides as defined in 
claim 2 or a human homologue thereof for treating proliferative disorders or for the 
prevention of apoptosis in certain diseases. 

20 46. A pharmaceutical composition for use as a medicament for treating 

proliferative disorders or for the prevention of apoptosis in certain diseases comprising 
a nucleic acid molecule as defined in claim 1 or a human homologue thereof or a 
polypeptide as defined in claim 2 or a human homologue thereof together with a 
pharmaceutically acceptable carrier diluent or excipient therefor. 

25 

47. A vaccine for immunizing mammals against proliferative disorders or for 
preventing apoptosis in certain diseases comprising least one nucleic acid molecule as 
defined in claim 1 or a human homologue thereof or at least one polypeptide as defined 
in claim 2 or a human analogue thereof in a pharmaceutically acceptable carrier. 

30 

48. Use of an antibody according to claim 31 or 32 or an antibody capable 
of binding to at least one of the polypeptides as defined in claim 2 or a human 
homologue thereof for the preparation of a medicament for treating proliferative 
disorders or for the prevention of apoptosis in certain diseases. 
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49. An expression vector comprising a human homologue of a nucleic acid 
sequence as defined in claim 1 , 

50. An expression vector according to claim 49 which comprises an 

inducible promoter. 

5 

51 . An expression vector according to claim 49 or 50 which comprises a 
sequence encoding a reporter molecule. 

52. A host cell transformed, transfected or infected with the vector of any of 
10 claims 49 to 51. 

53. A nucleic acid molecule comprising a human homologue of at least one 
of the nucleic acid sequences as defined in claim 1 . 

15 54. An antisense molecule comprising a nucleic acid sequence capable of 

selectively hybridising to the nucleic acid molecule of claim 53. 



55. A polypeptide encoded by a nucleic acid molecule according to claim 

53. 

20 
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ABSTRACT 

The invention describes the use of nucleic acids and polypeptides which are 
involved in a pathway eventually leading to programmed cell death of yeast or fungi for 
5 the preparation of a medicament for treating diseases associated with yeast or fungi or 
for the treatment of prollfeative disorders or for preventing apoptosis in certain 
diseases. Methods are provided to identify compounds which selectively modulate the 
expression or functionality of said polypeptides in the same or a parallel pathway. Also 
provided are compounds as well as pharmaceutical compositions, medicaments and 
10 vaccines. The invention also comprises new nucleic acid sequences, probes and 
primers derived thereof, expression vectors and host cells transformed with said 
vectors, polypeptides and antibodies raised against said polypeptides. 



\ ■ iT^ "inif 1 



1,0133010 J,oi J.,.ia2:i6Bl. 

10/ 0300 1^9 



1/161 . 

FIG. 1; 

YAR061W, 704 bp, CDS: 501-704 (SEQ ID NO 1 ) 

AAAATTTGGCACTTCAGAGCTTATCGTATCTTCTCCCGGAGTTCCTCAAGACTTATACTT 
CAGCCCGTTTAGGAATGCATAAAAGCAAATAGGATTCGTTACAACTGCTGCAGGACTCTT 
TAGGACTGCATCAAGGTAAGCCTCGCTGCACCTAAACGCAAAATGTGGTTGTAACCTTTT 
TAATTTTTTTCTTGAACTTGTTGAGTCGTAATAAATCGTTTCTGGGAAGTGGAAGGTAAT 
AATGTAATGGAATCGGCGTTACTCGCATGTGCAGATATCAGCGACAAAAAGTGTTGTAGG 
GACGTTTCGATACCAAAATTTCCTAAATACAGCGCAGGAACATCACTACGCTAAACAAAT 
CGTAGCGCATACATCTGATCGAAAAAAGACAGTTCCCAAAACAATGACATATGAAGAGAC 
CAGCATCAAAATTTTCATCATTAACAGCATGGCTAAAAGTTATTGTTTAATATACCCATA 
CCTGATTGACGAACCAAGAAATGCCTTATCACTATTTATTTTTGGCACTCTTCACCTACC 
TGGCCACGTCCAATGTTGTTTCAGGAAGTACACAAGCATGCCTGCCAGTGGGCCCGAGGA 
AAAATGGGATGAATGTCAACTTTTATAAATACTCATTACTGGATTCAACAACGTATTCCT 
ACCCGCAATATATGACTTCTGGATATGCCTCGAATTGGAATTAG 

YAR061W, 67 aa (SEQ ID NO 2 ) 

MPYHYLFLALFTYLATSIWVSGSTQACLPVGPRKNGMIWNFYKYSLLDSTTYSYPQYMTS 
GYASNWN ' ' ' 

YAR073W, 1712 bp, CDS: 501-1712 (SEQ ID NO 3) 

AGTGGCTCATGATCTGTAAATGATCGGTTGACCGCAGTATTATATAATAACATCCGTATA 
AGTACATATACTACCATGTCTGTTCTCTACATTGCTTTTTATTCAAGATTATTGGTTTTC 
CTAACCGCCGCGCCGCGCAGGTACCCCGCGCATCTCTTCTTCTCGAAGAAAGCGGAAAAA 
ACAAAAAAAAAAGTATAAATAGTGGAGTCTTTTCCCATTTAACATTTAGAAAAAAATTCG 
AATGGAAATTTCTTGCCGAACATTTAACCGGAGACCCTTGGCGGCTTTTTCTCAGTTTCG 
TGGGCTAGTACATTTTACCTAGTATGCTGGGAACTTTTTTTCCGTATTCTATTCTATTCC 
TTGCCTTACTTTTCTTATCATTTTTTATATAACCAATTTCAAAAATACTTTTTAACTGTC 
ATAGACGCATTTTGTTTATTACAAATTAAAAGAATCAAATATAATATGTGCAATTAATAA 
CTCCACAAGTAGCGAAAGCAATGGCCGCCATTAGAGACTACAAGACCGCACTAGATCTTA 
CCAAGAGCCTACCAAGACCGGATGGTTTGTCAGTGCAGGAACTGATGGACTCCAAGATCA 

gaggtgggttggcttataacgattttttaatcttacgaggtttagtcgattttgcgtcct 

CTGAAGTTAGCCTACAGACCAAGCTAACCAGGAATATTACTTTAAACATTCCATTAGTAT 

cctctccaatggacactgtgacggaatctgaaatggccacttttatggctctgttggatg 

GTATCGGTTTCATTCACCATAACTGTACTCCAGAGGACC/^GCTGACATGGTCAGAACjAG 
TCAAGAACTATGAAAATGGGTTTATTAACAACCCTATAGTGATTTCTCCAACTACGACCG 
TTGGTGAAGCTAAGAGCATGAAGGAAAAGTATGGATTTGCAGGCTTCCCTGTCACGGCAG 
ATGGAAAGAGAAATGCAAAGTTGGTGGGTGCCATCACCTCTCGTGATATACAATTCGTTG 
AGGACAACTCTTTACTCGTTCAGGATGTCATGACCAAAAACCCTGTTACCGGCGCACAAG 
GTATCACATTATCAGAAGGTAACGAAATTCTAAAGAAAATCAAAAAGGGTAGGCTACTGG 
TTGTTGATGAAAAGGGTAACTTAGTTTCTATGCTTTCCCGAACTGATTTAATGAAAAATC 
AGAAGTACCCATTAGCGTCCAAATCTGCCAACACCAAGCAACTGTTATGGGGTGCTTCTA 
TTGGGACTATGGACGCTGATAAAGAAAGACTAAGATTATTGGTAAAAGCTGGCTTGGATG 
TCGTCATATTGGATTCCTCTCAAGGTAACTCTATTTTCCAATTGAACATGATCAAATGGA 
TTAAAGAAACTTTCCCAGATTTGGAAATCATTGCTGGTAACGTTGTCACCAAGGAACAAG 
CTGCCAATTTGATTGCTGCCGGTGCGGACGGTTTGAGAATTGGTATGGGAACTGGCTCTA 
TTTGTATTACCCAAAAAGTTATGGCTTGTGGTAGGCCACAAGGTACAGCCGTCTACAACG 

tgtgtgaatttgctaaccaattcggtgttccatgtatggctgatggtggtgttcaaaaac 
attggtcatattattaccaaagctttggctcttggttcttctact(5ttatgatgggtggt 
atgttggccggtactaccgaatcaccaggtga 

YAR073W, 403 aa (SEQ ID NO 4) 

maairdyktaldltkslprpdglsvqelmdskirgglayndflilpglvdfassevslqt 
kltrnitlnipwsspmdtvtesematfmalldgigfihhnctpedqadmvrrvknyeng 
finnpivisptttvgeaksmkekygfagfpvtadgkrnaklvgaitsrdiqfvednsllv 
qdvmtknpvtgaqgitlsegneilkkikkgrllwdekgnlvsmlsrtdlmknqkyplas 
KS antkqllwgas I gtmdadkerlrllvkagldwi lds SQGNS I fqlnmi kwi ketf pd 
leiiagnwtkeqaanliaagadglrigmgtgsicitqkvmacgrpqgtavynvcefanq 
fgvpcmadggvqkhwsyyyqsfgswffycydgwyvgryyritr 
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YBL048W, 812 bp, CDS: 501-812 (SEQ ID NO 5) 

GGGAGAAGCTTATCTTACTGTAGAAGAAAATGGGATTGCGTTACTCCATATATATTGAAA 
ATCCGTTATCTTCCCCATCATCATCGTATAAATCAATAAACGACCCGTTATTCCACTCTC 
AGCATCGATCGCAAAAAAACGTGAGCTTCATCACCTACGGTTGTAGACATTGCAAGACAC 
ATCTTTCCAGTTCCTTCCAGATTATTTCTAGAGATTATAGGGGTAGGACCGGAACTGCTT 
ATTTAATGAACAAAGTTGTTAATGTCGTTGAAGGAAAGGTCGAGCAACGAAGAATGTTGA 
CTGGCGACTACTTAGTCTGTGATATTCTTTGTCATTGGTGCAAGAGGAACGTAGGTTGGA 
AATACTTGCAGAGCAGCAATGATGATCAGCAGTATAAGGAAGGAAAGTTTATCTTAGAGC 
TGAAAAACATTTGTAAATGTACTTGATGTCTTCCTTTGTCTGCTATCTAGCACCTCTCGT 
CTTTTAGTGCTTTTTAGCGTATGATTCTTTTTAAGAATCTGGTCTTTCTTCCTTCTATTT 
TGATTGGGTATATTTCTATTCGTGTTTCATTACTGGTCTGGGTTAATTGGGTTTTGGTTT 
GGTCCAGTTGTTTTCAAGTAGCCTTTATTTTTTCATTGTGGTATTTTATCTTATCGATTT 
ATACTTTTTTTTATTCAAAGAAAATTAAACAGATAATCTCTTATGAGCCTAGCTACTTTG 
TTTTTTCTTACAGGGCCATTGACTTATGCCCTGAACGAGTCTTACTTTACTTTTTTTGTA 
TTTTCAATAATGTCGTGTTTCCCATGTTGTAA 

YBL048W, 103 aa (SEQ ID NO 6) 

MILFKNLVFLPSILIGYISIRVSLLVWVNWVLVWSSCFQVAFIFSLWYFILSIYTFFYSK 
KIKQIISYEPSYFVFSYRAIDLCPERVLLYFFCIFNNWFPML 

YBL051C, 2507 bp, CDS: 501-2507 (SEQ ID NO 7) 

GGGAAATATCAATTCCCGTATTTCAATGTTAGTAATTTGCCTTCGTAAATTACGGAATCA 
CATAGCTTTCATTTTGTTCCTTTGATATATTTCCCTACTACATACTCTTTTCAATAACTC 
TACAGGGTCTGACATTTTTAACTTTCAGGTTAATGATGGTGTTCTTACTATATTCTCGAG 
TCGTACAGAAGTTAGTTCAGATAAACTGCTTCGGTGCTGCCCACTTCTTATCATTACTTC 
AACTTTACCTTCCCTATACCTGTGTGTCCTTATTAATTCAAGTTAATCCGAGGTAATAGA 
TTAGGGTAACCTTCAATGATGTCACGAAACACGGATGCTGCAACTTTGCGATTTTTTCCT 
GGAAAAGAATAACAATTAAAGGCAGCCTTTCAGCTGAGATTACCAGCAGGTCTTTGGAGA 
TTAGCGCAAGAAGAAGTGTGATATAGTACTCATAGAGGCAGGCTACAGACTAGGGAAAGC 
GTGTTCAACAACAATAAGAAATGGAGACCAGTTCTTTTGAGAATGCTCCTCCTGCAGCCA 
TCAATGATGCTCAGGATAATAATATAAATACGGAGACTAATGACCAGGAAACAAATCAGC 
AATCTATCGAAACTAGAGATGCAATTGACAAAGAAAACGGTGTGCAAACGGAAACTGGTG 
AGAACTCTGCAAAAAATGCCGAACAAAACGTTTCTTGTACAAATTTGAATAATGCCCCCA 
CCAATGGTGCTTTGGACGATGATGTTATCCCAAATGCTATTGTTATTAAAAACATTCCGT 
TTGCTATTAAAAAAGAGCAATTGTTAGACATTATTGAAGAAATGGATCTTCCCCTTCCTT 
ATGCCTTCAATTACCACTTTGATAACGGTATTTTCAGAGGACTAGCCTTTGCGAATTTCA 
CCACTCCTGAAGAAACTACTCAAGTGATAACTTCTTTGAATGGAAAGGAAATCAGCGGGA 
GGAAATTGAAAGTGGAATATAAAAAAATGCTTCCCCAAGCTGAAAGAGAAAGAATCGAGA 
GGGAGAAGAGAGAGAAAAGAGGACAATTAGAAGAACAACACAGATCGTCATCTAATCTTT 
CTTTGGATTCTTTATCTAAAATGAGTGGAAGCGGAAACAATAATACTTCTAACAATCAAT 
TATTCTCGACTCTAATGAACGGCATTAATGCTAATAGCATGATGAACAGTCCAATGAATA 
ATACCATTAACAATAACAGTTCTAATAACAACAATAGTGGTAACATCATTCTGAACCAAC 
CTTCACTTTCTGCCCAACATACTTCTTCATCGTTGTACCAAACAAACGTTAATAATCAAG 
CCCAGATGTCCACTGAGAGATTTTATGCGCCTTTACCATCAACTTCCACTTTGCCTCTCC 
CACCCCAACAACTGGACTTCAATGACCCTGACACTTTGGAAATTTATTCCCAATTATTGT 
TATTTAAGGATAGAGAAAAGTATTATTACGAGTTGGCTTATCCCATGGGTATATCCGCTT 
CCCACAAGAGAATTATCAATGTTTTGTGCTCGTACTTAGGGCTAGTAGAAGTATATGATC 
CAAGATTTATTATTATCAGAAGAAAGATTCTGGATCATGCTAATTTACAATCTCATTTGC 
AACAACAAGGTCAAATGACATCTGCTCATCCTTTGCAGCCAAACTCCACTGGCGGCTCCA 
TGAATAGGTCACAATCTTATACAAGTTTGTTACAGGCCCATGCAGCAGCTGCAGCGAATA 
GTATTAGCAATCAGGCCGTTAACAATTCTTCCAACAGCAATACTATTAACAGTAATAACG 
GTAACGGTAACAATGTCATCATTAATAACAATAGCGCCAGCTCAACACCAAAAATTTCTT 
CACAGGGACAATTCTCCATGCAACCAACACTAACCTCACCTAAAATGAACATACACCATA 
GTTCTCAATACAATTCCGCAGACCAACCGCAACAACCTCAACCACAAACACAGCAAAATG 
TTCAGTCAGCTGCGCAACAACAACAATCTTTTTTAAGACAACAAGCTACTTTAACACCAT 
CCTCAAGAATTCCATCCGGTTATTCTGCCAACCATTATCAAATCAATTCCGTTAATCCCT 
TACTGAGAAATTCTCAAATTTCACCTCCAAATTCACAAATCCCAATCAACAGCCAAACCC 
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TATCCCAAGCGCAACCACCAGCACAGTCCCAAACTCAACAACGGGTACCAGTGGCATACC 
AAAATGCTTCATTGTCTTCCCAGCAGTTGTACAACCTTAACGGCCCATCTTCAGCAAACT 
CACAGTCCCAACTGCTTCCACAGCACACAAATGGCTCAGTACATTCTAATTTCTCATATC 
AGTCTTATCACGATGAGTCCATGTTGTCCGCACACAATTTGAATAGTGCCGACTTGATCT 
ATAAATCTTTGAGTCACTCTGGACTAGATGATGGCTTGGAACAGGGCTTGAATCGTTCTT 
TAAGCGGACTGGATTTACAAAACCAAAACAAGAAGAATCTATGGTAA 

YBL051C, 668 aa (SEQ ID NO 8) 

METS SFENAPPAAINDAQDNNINTETNDQETNQQS I ETRDAIDKENGVQTETGENS AKNA 

EQNVSSTNLNNAPTNGALDDDVIPNAIVIKNIPFAIKKEQLLDIIEEMDLPLPYAFNYHF 
DNGIFRGLAFANFTTPEETTQVITSLNGKEISGRKLKVEYKKMLPQAERERIEREKREKR 
GQLEEQHRSSSNLSLDSLSKMSGSGlXrtOTTSNNQLFSTLiyi]^ 

SNlSnSINSGNIILNQPSLSAQHTSSSLYQTNVNNQAQMSTERFYAPLPSTSTLPLPPQQLDF 

NDPDTLEIYSQLLLFKDREKYYYELAYPMGISASHKRIINVLCSYLGLVEVYDPRFIIIR 

RKILDHANLQSHLQQQGQMTSAHPLQPNSTGGSMNRSQSYTSLLQAHAAAAANSISNQAV 

NNSSNSNTINSlSnSTGNGNWIIlSn^SASSTPKISSQGQFSMQPTLTSPKMNIHHSSQY^ 

DQPQQPQPQTQQNVQSAAQQQQSFLRQQATLTPSSRIPSGYSANHYQINSVNPLLRNSQI 

SPPNSQIPINSQTLSQAQPPAQSQTQQRVPVAYQNASLSSQQLYNLNGPSSANSQSQLLP 

QHTNGSVHSNFSYQSYHDESMLSAHNLNSADLIYKSLSHSGLDDGLEQGLNRSLSGLDLQ 

NQNKKNLW 

YBL066C, 3674 bp, CDS: 501-3674 (SEQ ID NO 9 ) 

ATCCCAAGAAGAAGATTAGACTGATTTTTACCTACCCTTCCACCGTCGGAAGAAACACTT 
CTGAAGTGTTAAGGGTAATCGACGCCTTGCAATTGACTGACAAGGAGGGCGTAGTAACTC 
CAATTAATTGGCAGCCAGCTGACGATGTCATTATTCCTCCCTGTGTCTCCAATGATGAGG 
CGAAGGCTAAATTTGGTCAATTTAATGAAATTAAACCCTATTTAAGATTCACCAAGTCGA 
AATAAGCTTTGAAATAAACGACTTTACTATATACAGGTATATGAAGTATCTCTAACTAAA 
ACTTTTATCTATCTTTCATTCTTATTATATCTCATCTCGTACGAAGGGCCGCTCATTGGA 
TCATTTTTCTTTACATACCGTAAAGGAATGGCGTTAAAAATATATATATGAAAATGCATG 
TAATAAACTCTCTGCAGAAACCTTAATGTCAAAGGTCCCGTATACAGATTATATTGGCTC 
TGCGTATACGCATTCTCGTCATGGTGAAGGATAATCGAGATTCTGACCAAGACCAAGATT 
TTAGTTCTGCTCACATGAAAAGACAACCGGAGCAGCAACAGTTGCAACAGCACCAGTTCC 
CAAGTAAGAAACAACGAATATCTCACCATGATGACAGTCATCAAATCAACCATAGACCAG 
TTACCTCATGTACACATTGTAGACAGCACAAAATCAAATGCGATGCTAGTCAAAATTTCC 
CTCATCCTTGCTCCAGATGCGAAAAAATTGGTCTCCACTGTGAAATCAATCCTCAATTCA 
GGCCTAAGAAGGGCTCACAGTTGCAACTACTGAGACAAGATGTGGATGAAATCAAATCTA 
AACTCGATACTCTTCTGGCCAATGACAGCGTTTTCGTTCATCTTTTACAACAGATTCCCA 
TGGGCAATAGCCTTTTGAATAAGCTCAATCTGCATCCAACTCCAACTCCGGGTACTATTA 
TCCCTAACCCAGATTCTTCTCCTTCCTCAGGTTCTCCAACTTCTTCCGCGGCTCAACGAG 
ATTCTAAGGTTTCAGTTCAAACTTATTTGTCCAGGGAACCCCAACTCTTACAAGCAAATC 
AGGGCAGCAATACGAATAAATTTAAAGCAAATAATGAAGCATCTTCTCACATGACGTTGC 
GCGCATCTTCTTTAGCGCAAGATTCGAAAGGCTTGGTTGCAACAGAGCCAAATAAGCTGC 
CCCCGCTGCTAAATGACTCAGCATTGCCTAATAATTCAAAAGAATCTTTACCTCCTGCTT 
TGCAAATGGCTTTTTATAAGAACAACTCTGCAGGTAACACTCCGAACGGCCCCTTCTCTC 
CAATTCAAAAAACATATTCCCCTCATACTACGTCGACCACCGTTACAACGACAACAAATC 
AACCACCATTTGCAGCAACAAGCCACGTAGCAACAAATAACAATGCAGATAGGACGAAGA 
CGCCGGTAGTAGCCACCACCACGACTATGCCATTATTGCCTTCGCCGCATGCAAATGTAG 
ATGAGTTTGTACTGGGCGATATTAGTATTTCCATTGAAAAAGCGAATAGATTACACCATA 
TTTTCGTGACTAGGTATCTGCCGTATTTTCCTATTATGTATTCCAATAACGCCACCGAAT 
TATACTCCCAATCTCAGTTGCTTTTCTGGACCGTGATGTTGACGGCATGTCTGTCTGATC 
CTGAACCGACGATGTATTGCAAGCTAAGCTCTTTGATCAAGCAACTTGCCATAGAGACCT 
GCTGGATAAGAACACCTAGATCCACACATATTTCGCAAGCTTTGTTAATATTGTGCATTT 
GGCCTTTGCCTAACCAAAAAGTCCTAGATGATTGTTCTTACCGTTTTGTAGGATTAGCAA 
AGTCACTGTCTTATCAATTAGGTTTGCACAGAGGTGAATTCATTTCTGAATTCACAAGAA 
CTCAAACATCAATGCCAAATGCAGAAAAGTGGAGAACTAGGACTTGGCTGGGAATATTTT 
TTGCCGAACTTTGTTGGGCGAGTATCCTTGGTTTGCCACCAACTTCACAGACAGACTATT 
TATTAGAAAAAGCCTTATCCTGTGGTGACGAAGAATCAGAAGAAGATAACAATGACAGTA 
TTGACAATAACAACAATGATAAAAGGAACAAGAAAGACGAGCCGCACGTTGAAAGTAAAT 
ACAAACTACCGGGCAGTTTTAGAAGATTGCTCAGCCTGGCGAATTTCCAAGCAAAATTGT 
CTCATATCATTGGTTCTTCCACTTCCAGTCCTGATGGTTTATTGGAACCAAAGTATCGTG 
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CTGAGACACTGTCCATCTTGGGAAAAGAGTTAGATTTATTAGCAAAAACTTTAAATTTCC 
AGAGTGACGATACTGTCAACATTTATTTTCTTTATGTTAAATTAACTGTCTGTTGTTTTG 
CATTCCTACCCGAAACACCTCCTACCGATCAAATTCCATATGTCACAGAGGCCTATCTAA 
CAGCTACTAAAATTGTCACTCTATTGAATAATCTTTTAGAAACACACCAATTAATTGAAC 
TGCCTATTTATATTAGACAAGCTGCTACATTTTCTGCACTGATTCTCTTTAAATTGCAGT 
TGACTCCTTTACTTCCTGACAAATATTTTGATTCAGCAAGGCAATCCGTGGTCACTATCC 
ATAGACTTTATAGAAATCAGTTAACTGCGTGGGCCACTAGTGTTGAGAATGATATTTCGA 
GAACTGCAAGTATGTTAGAAAAACTGAACTTCGTACTGATCATGCATCCAGAAGTTTTTG 
TGGAAGAAGACGGTATTATTTCTAGGATGAGATCACATTTAACAGGGTCTCTATTCTATG 
ATTTGGTTTGGTGTGTTCACGAGGCGAGAAGAAGGGAAATGGATCCCGAATATAACAAGC 
AAGCCTTAGAGAAAGCCGCTAAGAAAAGAAAATTTTCCTCAAATGGTATCTACAATGGCA 
CTTCGTCTACGGGTGGCATAACGGACAGAAAACTATATCCATTGCCACTATATAACCATA 
TCTCCAGAGATGACTTTGAAACTGTAACAAAAACAACACCAAGTGGAACCACTGTTACCA 
CTTTAGTTCCTACTAAGAATGCCTTAAAGCAGGCAGAAAAGCTAGCCAAGACAAATAACG 
GAGATTCTGACGGTTCTATAATGGAGATTAACGGGATACCTCTTTCCATGCTCGGGGAAA 
CAGGCAGCGTAAAATTTCAAAGTTTATTCGCTAATACGTCGAATAGTAACGATTATAATA 
ATAATAGGACGTTATTGGATGCGTCTAATGACATATCAATTCCCTCTAATTCAATTTATC 
CAGTGGCTTCTGTCCCCGCTTCGAATAACAATCCACAAAGTACTAAGGTAGACTATTATA 
GTAACGGACCTAGTGTAATTCCTGATCTCTCCATGAAAAGATCAGT7VAGCACTCCCGTTA 
ATCATTTTCCTGCGTCCGTTCCAGGGTTAAGGAACCACCCCGTTGGCAACTTATCTAATA 
ATGTTACATTGGGAATAGACCACCCTATTCCAAGGGAGCACAGTAATTTACAAAATGTCA 
CCATGAATTATAATAATCAATTCAGCAACGCCAACGCGATTGGAAGATCACAAAGTAGTA 
TGTCCCATTCACGTACACCTTTGTTTCGGTCAATATATGACAGTTGGATTCCGCGTCCGA 
CCCCGGTCCTCTAA 

YBL066C, 1057 aa (SEQ ID NO 10) 

MVKDNRDSDQDQDFSSAHMKRQPEQQQLQQHQFPSKKQRISHHDDSHQINHRPVTSCTHC 

RQHKIKCDASQNFPHPCSRCEKIGLHCEINPQFRPKKGSQLQLLRQDVDEIKSKLDTLLA 

NDSVFVHLLQQIPMGNSLLNKLNLHPTPTPGTIIPNPDSSPSSGSPTSSAAQRDSKVSVQ 

TYLSREPQLLQANQGSNTNKFKAKNEASSHMTLRASSLAQDSKGLVATEPNKLPPLL3SIDS 

ALPlSmSKESLPPALQMAFYKNNSAGNTPNGPFSPIQKTYSPHTTSTTVTTTTNQPPFAAT 

SHVATNNNADRTKTPWATTTTMPLIiPS PHANVDEFVLGDI S I S lEKANRLHHI FVTRYL 

PYFPIMYSNNATELYSQSQLLFWTVMLTACLSDPEPTMYCKLSSLIKQLAIETCWIRTPR 

STHISQALLILCIWPLPNQKVLDDCSYRFVGLAKSLSYQLGLHRGEFISEFTRTQTSMPN 

AEKWRTRTWLGIFFAELCWASILGLPPTSQTDYLLEKALSCGDEESEEDNNDSIDNNlSrND 

KRNKKDEPHVESKYKLPGSFRRLLSLANFQAKLSHIIGSSTSSPDGLLEPKYRAETLSIL 

GKELDLLAKTLNFQSDDTVNIYFLYVKLTVCCFAFLPETPPTDQIPYVTEAYLTATKIVT 

LLNNLLETHQLIELPIYIRQAATFSALILFKLQLTPLLPDKYFDSARQSWTIHRLYKNQ 

LTAWATSVENDI SRTASMLEKLNFVLIMHPEVFVEEDGII SRMRSHLTGSLFYDLVWCVH 

EARRREMDPEYNKQALEKAAKKRKFSSNGIYNGTSSTGGITDRKLYPLPLYNHISRDDFE 

TVTKTTPSGTTVTTLVPTKNALKQAEKLAKTNNGDSDGSIMEINGIPLSMLGETGSVKFQ 

SLFANTSNSNDYNNNRTLLDASNDISIPSNSIYPVASVPASNNNPQSTK^ 

PDLSMKRSVSTPVNHFPASVPGLRl^mPVGNLSNNWLGIDHPIPREHSNLQNW 

FSNANAIGRSQSSMSHSRTPLFRSIYDSWIPRPTPVIi 

YBL078C, 854 bp, CDS: 501-854 (SEQ ID NO 11) 

TAGTGGAGTACGAATTAGTTAAAGATACTATCGACTTTGAAGCCATTGTCAAAGAACATT 
TTGATATGTTAAGCAAGACCTGTAGATCCGACATTGCCAAATATGACGGCTCAAAGACAG 
ACCCAATTGGTGATGAAGAACAATCTATTAATGACACCATTTTCAAATTAAAAGTGTTCA 
AATTATGAAAACAACTCATATAAATACGTACAAATTTTTCTCTACTCGAAGTGATATAGA 
TGTATATGTGTAAGTTTACGTTTAAGTTAGAGTCATGTAATGCTAACTGTCTCCACCGAT 
AATGTTGTATAATACCCGTGAAATCATAGCACATGATATATCATCACCCGGAGGCCGGTT 
ATTTTCGGCGGCGGCAAAAATATTTGGTATAATTATGGAAATACAAAAAGGGGAACCATT 
AAAGGTTGAGGAGGGGATTGATAAGAGAATCTAATAATTGTAAAGTTGAGAAAATCATAA 
TAAAAATAATTACTAGAGACATGAAGTCTACATTTAAGTCTGAATATCCATTTGAAAAAA 
GGAAGGCGGAGTCGGAGAGGATTGCTGACAGGTTCAAGAATAGGATACCTGTGATTTGCG 
AAAAAGCTGAAAAGTCAGATATTCCAGAGATTGATAAGCGTAAATATCTAGTTCCTGCTG 
ACCTTACCGTAGGGCAATTTGTTTATGTTATAAGAAAGAGAATTATGCTACCCCCTGAGA 
AGGCCATCTTCATTTTTGTCAATGATACTTTGCCACCTACTGCGGCGTTGATGTCTGCCA 
TATATCAAGAACACAAGGATAAGGACGGGTTTTTGTATGTCACTTACTCAGGAGAAAATA 
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CATTTGGCAGGTAG 

YBL078C, 117 aa (SEQ ID NO 12) 

MKSTFKSEYPFEKRKAESERIADRFKNRIPVICEKAEKSDIPEIDKRKYLVPADLTVGQF 
VYVIRKRIMLPPEKAIFIFVNDTLPPTAALMSAIYQEHKDKDGFLYVTYSGENTFGR 

YBR072W, 1145 bp, CDS: 501-1145 (SEQ ID NO 13) 

GCAGCAGCAACTCCGTGTGTACCCCTAACTCCGTGTGTACCCCTAAAGAACCTTGCCTGT 
CAAGGTGCATTGTTGGATCGGAATAGTAACCGTCTTTACATGAACATCCACAACCAACGA 
AAGTGCTTTTTCAAGCATTGCTTGATTTCTAGAAAGATCGATGGTTATTCCCTCCCCCTT 
ATGCGTCCAAAAATATAGGGTGCTCGTAACAGTAAGGTATTCGCACTTAGCGTGCTCGCA 
ACACAAAATTAAGTAATATGCGAGTTTTAGATGTCCTTGCGGATCTATGCACGTTCTTGA 
GTGGTATTTCATAACAACGGTTCTTTTTCACCCTTATTCCTAAACATATAAATAGGACCT 
CCATTAGTTAGAGATCTGTTTTTAATCCATTCACCTTTCATTCTACTCTCTTATACTAAT 
AAAACCACCGATAAAGATATATCAGATCTCTATTAAAACAGGTATCCAAAAAAGCAAACA 
AACAAACTAAACAAATTAACATGTCATTTAACAGTCCATTTTTTGATTTCTTTGACAACA 
TCAACAACGAAGTTGATGCCTTTAACAGATTGCTGGGTGAAGGCGGCTTAAGAGGCTACG 
CACCAAGACGTCAGTTAGCAAACACACCCGCAAAGGATTCTACTGGCAAGGAAGTTGCTA 
GACCAAATAACTATGCTGGCGCTCTTTATGATCCCAGAGATGAAACCTTAGATGATTGGT 
TCGACAATGACTTGTCCCTGTTCCCATCTGGTTTCGGTTTCCCTAGAAGTGTCGCAGTTC 
CAGTTGATATTTTGGACCATGACAACAACTACGAGTTGAAAGTCGTGGTTCCTGGTGTCA 
AAAGCAAGAAGGACATTGATATTC5AGTACCATCAAAACAAGAACCAAATTTTGGTTTCTG 
GTGAAATTCCATCTACCTTGAATGAAGAGAGTAAAGACAAGGTCAAGGTCAAGGAGAGCA 
GCTCTGGTAAGTTCAAGAGAGTCATCACTTTGCCAGACTACCCAGGTGTGGATGCAGACA 
ACATTAAAGCAGACTACGCAAATGGTGTTTTGACATTAACAGTTCCAAAATTGAAGCCTC 
AGAAGGATGGTAAGAACCACGTCAAGAAGATTGAGGTTTCTTCTCAAGAATCGTGGGGTA 
ACTAA 

YBR072W, 214 aa (SEQ ID NO 14)' 

MSFNSPFFDFFDNINNEVDAFNRLLGEGGLRGYAPRRQLANTPAKDSTGKEVARPNNYAG 
ALYDPRDETLDDWFDNDLSLFPSGFGFPRSVAVPVDILDHDNNYELKWVPGVKSKKDID 
lEYHQNraSTQILVSGEIPSTLNEESKDKVKVKESSSGKFKRVITLPDYPGVDADNIKADYA 
NGVLTLTVPKLKPQKDGKNHVKKIEVSSQESWGN 

YBR073W, 3377 bp, CDS: 501-3377 (SEQ ID NO 15) 

AGAAGGATGGTAAGAACCACGTCAAGAAGATTGAGGTTTCTTCTCAAGAATCGTGGGGTA 
ACTAAAGTGACCTGGCTCTATAGTGTTGTCCCTCTCGCGAGGACCATTGTTGCTTGCATA 
TGGCTTGAAACATATGTCATCACATCTGAGCGATTTTACCTCTTAGAATTAGTTTAGATA 
TATATGAGTTGATGAATAAATAGTTATAAAAACTTGCTTTGGCTTCGATATATGACCGTT 
ATTTTTGACTAAGTTTTAACGAAGGAATCTAACCTCGTTCTTGTAATTACCAAAATCTTC 
AACAACGCGCTGTTGGAGGTATCTCTATGGATGTGGCTTGAAATATGGATGTCTTGCCTA 
CTTCTACTTCTGGGAAAGGCATTTTTACTCGATCGCGTTAATATATGCATCAAGAAAATA 
AAAAATAAAACGCGAAGAGCTAAAAAAAAAAAAGAAAACCTACTATAAATAACCGATTAG 
AATCGAGTTTTTGTATTGAAATGGCGGTAATAAGCGTTAAACCTCGACGAAGAGAGAAGA 
TCCTACAGGAGGTAAAAAACAGCTCGGTATATCAAACGGTATTTGATTCCGGTACTACTC 
AAATGCAGATACCGAAATATGAGAACAAGCCATTCAAGCCTCCAAGAAGGGTTGGATCAA 
ATAAGTACACACAACTCAAACCAACCGCCACTGCAGTCACAACAGCCCCTATATCTAAAG 
CCAAAGTTACTGTCAACTTGAAAAGAAGCATTTCGGCGGGACCTACTTTAAATCTTGCCA 
AGAAGCCGAATAATCTGTCCTCAAATGAAAACACTAGATATTTTACTATCATGTACAGGA 
AGCCTACTACCAAAAAGCACAAGACTTGGAGTGGTGATGGCTACGCTACCTTAAAAGCCA 
GTAGCGATAAGTTATGCTTTTATAACGAAGCAGGGAAATTTCTTGGGTCAAGTATGCTAC 
CAAGTGATTCAGATTCTCTCTTCGAAACTCTTTTCAAAGCAGGCTCCAATGAAGTACAAT 
TGGATTACGAATTGAAGGAAAATGCAGAAATACGTAGCGCCAAAGAAGCCTTATCACAAA 
ACATGGGAAATCCCAGCCCACCGACCACAAGCACAACAGAAACAGTGCCTTCTACGAAGA 
ATGACGGTGGCAAATACCAAATGCCTCTGTCTCAGCTGTTTTCACTAAACACTGTGAAAA 
GATTCAAATCAGTAACAAAGCAAACAAATGAACACATGACCACAGTACCTAAAACCAGTC 
AAAATTCCAAAGCCAAAAAATATTATCCAGTATTTGATGTCAACAAAATCGATAATCCTA 
TAGTAATGAACAAAAATGCAGCCGCTGAAGTTGACGTAATTGTTGATCCATTACTGGGCA 
AATTCTTGCGCCCTCATCAGAGGGAAGGGGTGAAGTTCATGTATGATTGCTTAATGGGCT 
TGGCAAGACCAACTATTGAAAATCCGGATATCGATTGTACTACTAAAAGTTTAGTGTTAG 
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AAAATGACTCAGATATTAGTGGATGCCTTTTGGCTGATGATATGGGTTTAGGTAAAACAC 

TAATGAGTATAACTTTGATTTGGACATTAATTAGGCAAACTCCTTTTGCATCAAAAGTTT 

CATGTTCGCAATCAGGCATACCATTAACTGGACTTTGTAAGAAGATTTTAGTCGTTTGTC 

CCGTTACTTTAATAGGAAATTGGAAAAGAGAATTTGGAAAATGGTTAAATTTGTCAAGAA 

TAGGTGTTTTGACATTAAGCTCAAGGAATTCTCCTGATATGGATAAAATGGCTGTCAGAA 

ATTTTTTAAAAGTGCAACGAACTTATCAAGTCTTGATTATTGGCTACGAAAAACTCTTGA 

GTGTTTCTGAAGAATTAGAGAAAAATAAACATTTGATTGACATGCTGGTGTGTGACGAAG 

GCCATCGACTAAAAAACGGGGCTTCTAAAATTTTAAATACGCTGAAGAGTTTAGACATAA 

GAAGGAAGCTTTTGCTTACGGGAACTCCTATACAAAATGATCTTAATGAGTTTTTCACTA 

TTATAGATTTCATAAACCCAGGAATCCTTGGAAGCTTCGCTTCTTTCAAAAGAAGATTCA 

TTATCCCTATAACTAGAGCCAGAGACACTGCAAACAGATACAACGAAGAATTGTTGGAAA 

AGGGGGAAGAAAGGTCAAAAGAGATGATAGAAATTACGAAAAGATTTATTTTGAGACGAA 

CAAATGCGATTTTAGAAAAGTACCTTCCTCCAAAGACGGATATAATTTTATTCTGTAAAC 

CATACAGCCAACAGATATTGGCATTCAAAGATATTTTGCAGGGCGCACGTTTAGATTTTG 

GACAATTGACGTTCAGTTCTTCGCTAGGACTAATAACATTACTGAAAAAGGTTTGTAACT 

CTCCTGGATTGGTTGGCTCAGATCCCTATTACAAATCACATATAAAGGATACCCAATCTC 

AGGACAGCTATAGTCGTTCTTTGAACTCTGGTAAGTTAAAGGTATTAATGACATTACTAG 

AAGGTATTAGGAAGGGTACCAAGGAGAAGGTCGTCGTAGTGTCTAACTACACTCAAACAT 

TGGATATAATTGAAAATTTGATGAATATGGCTGGGATGTCACATTGCAGACTCGACGGTT 

CCATACCTGCTAAACAAAGGGACTCTATCGTCACATCTTTCAATCGGAATCCAGCCATAT 

TTGGATTCTTGTTGAGTGCAAAATCGGGAGGTGTAGGATTGAATCTAGTCGGTCGTTCGC 

GACTTATTTTATTTGATAATGATTGGAATCCTTCAGTAGATTTGCAAGCGATGTCACGAA 

TTCATAGAGATGGTCAAAAAAAGCCGTGCTTCATATATAGACTTGTCACAACTGGGTGTA 

TCGATGAGAAAATATTGCAAAGGCAATTAATGAAGAACAGTTTGAGCCAAAAATTTCTAG 

GTGACTCGGAGATGAGAAATAAAGAATCTTCTAATGATGATCTTTTCAATAAAGAGGACT 

TGAAGGACCTGTTTTCTGTCCATACAGATACCAAGAGTAACACACATGACTTAATTTGTT 

CTTGCGATGGTTTAGGTGAGGAAATTGAATATCCTGAAACAAATCAACAGCAGAACACCG 

TAGAGCTGAGAAAGCGTAGCACTACGACATGGACAAGTGCGCTGGATTTACAAAAGAAAA 

TGAATGAAGCAGCCACCAACGATGATGCCAAAAAGTCACAATACATTAGGCAATGTCTCG 

TTCATTATAAGCATATCGATCCAGCAAGACAAGATGAATTATTTGATGAGGTTATCACAG 

ATTCGTTCACCGAATTGAAAGATAGTATTACCTTTGCGTTTGTAAAGCCCGGCGAGATAT 

GTCTCAGAGAACAATGA 

YBR073W, 958 aa ( SEQ ID NO 16) 

MAVISVKPRRREKILQEVKNSSVYQTVFDSGTTQMQIPKYENKPFKPPRRVGSNKYTQLK 
PTATAVTTAPISKAKVTVNLKRSISAGPTLNLAKKPNNLSSNENTRYFTIMYRKPTTKKH 
KTWSGDGYATLKASSDKLCFYNEAGKFLGSSMLPSDSDSLFETLFKAGSNEVQLDYELKE 
NAEIRSAKEALSQNMGNPSPPTTSTTETVPSTKNDGGKYQMPLSQLFSLNTVKRFKSVTK 
QTNEHMTWPKTSQNSKAKKYYPVFDWKIDNPIVMNKNAAAEVDVIVDPLLGKFLRPHQ 
REGVKFMYDCLMGLARPTIENPDIDCTTKSLVLENDSDISGCLLADDMGLGKTLMSITLI 
WTLIRQTPFASKVSCSQSGIPLTGLCKKILWCPVTLIGNWKREFGKWIiNLSRTGVLTLS 
SRNSPDMDKMAVRJSIFLKVQRTYQVLIIGYEKLLSVSEELEKNKHLIDMLVCDEGHRLKNG 
ASKILNTLKSLDIRRKLLLTGTPIQNDLNEFFTIIDFINPGILGSFASFKRRFIIPITRA 
RDTANRYNEELLEKGEERSKEMIEITKRFILRRTNAILEKYLPPKTDIILFCKPYSQQIL 
AFKDILQGARLDFGQLTFSSSLGLITLLKKVCNSPGLVGSDPYYKSHIKDTQSQDSYSRS 
LNSGKLKVLMTLLEGIRKGTKEKVVWSNYTQTLDIIENLMNiy^ 

DSIVTSFNRNPAIFGFLLSAKSGGVGLNLVGRSRLILFDNDWNPSVDLQAMSRIHRDGQK 
KPCFIYRLVTTGCIDEKILQRQLMKNSLSQKFLGDSEMRNKESSNDDLFNKEDLKDLFSV 
HTDTKSNTHDLICSCDGLGEEIEYPETNQQQNTVELRKRSTTTWTSALDLQKKMNEAATN 
DDAKKSQYIRQCLVHYKHIDPARQDELFDEVITDSFTELKDSITFAFVKPGEICLREQ 

YBR086C, 3341 bp, CDS: 501-3341 (SEQ ID NO 17) 

AGATCCTAAAACAGCACGAAGCATATTATTGCGCATAATTTGTTCTTGTAGGATCTTTTC 
TTGACATTTTTTTTCACTCTGCGAGAAACTTCTCTTTTTTTTTCCTTCTAGGGACGAAAA 
CAAACAAGGGCACTTTTTTTTATCTTTTTTTTTTCTCTGTTGTTTTCAAAACAAAAAGAT 
TCCACCACTACATCAGTGTGAAAGACTGTAAAAGCTTTCTGATAAATAAGCACTTTCCAT 
^^rprpTTCAACTGAAAAATACTTTTCTTTTTGCAGCTATTATTGACTTCATTAAGAAATAT 
CCCTTTTTTCCCCGTTGCAATTATTTCTATAAGGGAAGCTGGAAATAGGGGGCTGGAAAA 
GATATTTGAACAGTCGCTCCAATAACCGTTCTCACCATCATTAACATTTTTGAAGGTGAA 
TACTGTTTCGGTCGATTTATGGCTAATTTGTCAAATACATTTGAAAAAGATTAAAACAAG 
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CACAAGCGGTTGAGCATACTATGTCGCAGACAATTACATCTCTAGATCCGAATTGTGTTA 

TTGTATTCAATAAAACTTCGAGTGCAAACGAGAAGAGTTTGAATGTCGAATTCAAACGTT 

TGAATATACATTCTATTATCGAACCTGGCCATGATCTGCAAACAAGCTATGCGTTTATTA 

GAATCCATCAGGATAATGCGAAACCGCTTTTTTCATTTTTGCAGAATCTGGACTTCATTG 

AATCCATCATACCATATCATGATACTGAATTGTCCGATGATTTGCATAAACTGATTTCTA 

TCAGCAAATCAAAAATACTGGAGGCTCCAAAACAGTATGAGTTGTACAACCTATCGAATT 

TGACCAATAATCCCAAACAATCCTTATATTTTGCATTCTTACAGAACTATATAAAATGGT 

TGATTCCCTTCTCCTTTTTTGGATTATCAATTAGATTTTTATCTAATTTTACGTATGAAT 

TCAATTCCACATACTCGCTGTTCGCCATCCTATGGACATTGTCATTTACAGCCTTTTGGC 

TTTATAAATATGAACCATTTTGGTCTGATAGACTGAGTAAATACTCATCATTTTCTACCA 

TTGAGTTTCTTCAAGATAAACAGAAAGCCCAAAAAAAAGCTAGTTCGGTTATCATGTTGA 

AGAAATGTTGTTTTATTCCTGTGGCTTTGTTGTTTGGCGCAATATTACTATCATTCCAGC 

TATATTGTTTTGCGTTGGAAATTTTCTACAAGCAAATTTATAACGGCCCAATGATTTCCA 

TCTTGTCTTTTTTGCCTACTATACTTATTTGCACGTTTACTCCGGTTTTAACTGTGATTT 

ACAACAAATATTTCGTAGAACCAATGACAAAGTGGGAAAATCATAGCAGTGTTGTGAATG 

CAAAGAAATCTAAAGAAGCTAAGAACTTTGTTATTATTTTTCTATCCAGTTACGTTCCCC 

TATTAATTACACTATTTCTTTATCTGCCAATGGGGCATTTGTTGACCGCAGAAATAAGAA 

CTAAGGTTTTCAATGCCTTTTCAATATTGGCCCGTTTACCTACCCATGATTCAGATTTTA 

TTATTGATACAAAGCGCTATGAAGATCAATTTTTCTACTTTATTGTTATCAACCAACTGA 

TTCAATTTAGCATGGAAAACTTTGTTCCAAGCCTTGTTAGCATTGCTCAGCAGAAAATTA 

ATGGACCAAATCCTAACTTTGTCAAAGCTGAGAGTGAAATCGGTAAAGCTCAACTCAGCT 

CATCAGATATGAAAATTTGGTCAAAGGTTAAGTCGTACCAAACAGACCCCTGGGGAGCAA 

CATTTGATTTGGACGCCAACTTCAAAAAGCTTCTTCTACAA^r^rCGGGTATCTTGTTATGT 

TTTCTACAATTTGGCCACTAGCTCCATTTATCTGTTTGATAGTCAATTTGATTGTTTACC 

AAGTCGATTTGAGGAAAGCTGTGCTTTATAGTAAACCTGAGTATTTTCCATTTCCAATCT 

ACGATAAGCCATCCTCTGTGTCTAATACCCAAAAACTGACGGTTGGTCTATGGAACTCTG 

TCTTAGTTATGTTCTCCATCTTAGGTTGTGTTATCACTGCTACTTTGACCTATATGTACC. 

AGAGCTGTAATATACCAGGTGTCGGCGCTCATACTTCGATCCATACGAATAAAGCTTGGT 

ACCTAGCAAATCCAATAAACCACTCGTGGATAAATATTGTACTATATGCTGTTTTTATTG 

AGCATGTTAGTGTTGCTATTTTCTTCCTTTTCTCTAGTATTTTGAAATCTTCCCATGATG 

ACGTTGCAAATGGCATTGTGCCAAAGCATGTAGTTAACGTGCAAAACCCACCAAAACAAG. 

AAGTCTTTGAAAAAATTCCCTCCCCTGAATTTAATTCGAATAACGAAAAAGAACTAGTTC 

AAAGAAAAGGGTCTGCGAATGAGAAGTTGCACCAAGAACTCGGTGAGAAACAGCCTGCCT 

CTTCTGCCAATGGATATGAGGCACATGCTGCCACTCATGCCAACAATGATCCGTCTTCTT 

TATCCTCAGCCTCCTCGCCTTCATTATCTTCTTCTTCTTCTAGCAGCAAAACCGGTGTAG 

TCAAAGCTGTTGATAACGATACAGCCGGATCTGCTGGTAAAAAGCCATTGGCCACAGAAA 

GTACTGAAAAAAGAAATTCTTTGGTGAAGGTGCCTACCGTTGGCTCATATGGTGTTGCGG 

GCGCCACTTTACCAGAAACAATTCCAACATCTAAAAATTACTACTTAAGGTTTGATGAGG 

ACGGTAAATCCATTAGGGATGCGAAATCCAGTGCAGAATCTTCCAACGCCACCAATAACA 

ACACCTTAGGCACGGAAAGTAAGCTTTTGCCAGATGGTGACGCCGTTGATGCACTAAGTA 

GAAAAATTGATCAAATACCCAAAATTGCTGTTACTGGTGGCGAAAATAACGAAAATACCC 

AGGCCAAAGACGATGCTGCCACTAAGACTCCACTCATTAAAGATGCAAATATTAAGCCTG 

TTGTCAACGCAGCTGTTAACGATAACCAATCGAAGGTTTCAGTGGCTACTGAACAAACAA 

AAAAGACTGAAGTAAGCACGAAAAATGGCCCATCAAGATCTATTTCCACGAAGGAAACTA 

AGGATTCTGCGAGACCATCTAATAACAATACTACTACTACTACTACTACAGATGCTACTC 

AGCCCCACCATCATCATCACCACCACCGCCATCGTGATGCTGGAGTGAAGAATGTCACGA 

ACAATTCTAAGACAACCGAATCCTCTTCCTCTTCATCGGCGGCAAAGGAAAAACCAAAAC 

ATAAAAAGGGGCTATTGCATAAGCTGAAAAAGAAGCTTTAA 

YBR086C, 946 aa (SEQ ID NO 18) 

MSQTITSLDPNCVIVFNKTSSANEKSLNVEFKRLNIHSIIEPGHDLQTSYAFIRIHQDNA 
KPLFSFLQNLDFIESIIPYHDTELSDDLHKLISISKSKILEAPKQYELYNLSNLTNNPKQ 
SLYFAFLQNYIKWLIPFSFFGLSIRFLSNFTYEFNSTYSLFAILWTLSFTAFWLYKYEPF 
WSDRLSKYSSFSTIEFLQDKQKAQKKASSVIMLKKCCFIPVALLFGAILLSFQLYCFALE 
IFYKQIYNGPMISILSFLPTILICTFTPVLTVIYNKYFVEPMTKWENHSSWNAKKSKEA 
KNFVIIFLSSYVPLLITLFLYL.PMGHLLTAEIRTKVFNAFSILARLPTHDSDFIIDTKRY 
EDQFFYFIVINQLIQFSMENFVPSLVSIAQQKINGPNPNFVKAESEIGKAQLSSSDMKIW 
SKVKSYQTDPWGATFDLDANFKKLLLQFGYLVMFSTIWPLAPFICLIVNLIVYQVDLRKA 
VLYSKPEYFPFPIYDKPSSVSNTQKLWGLWNSVLVMFSILGCVITATLTYMYQSCNIPG 
VGAHTSIHTNKAWYLANPINHSWINIVLYAVFIEHVSVAIFFLFSSILKSSHDDVANGIV 
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PKHWNVQNPPKQEVFEKIPSPEFNSNNEKELVQRKGSANEKLHQELGEKQPASSANGYE 
AHAATHANNDPSSLSSASSPSLSSSSSSSKTGWKAVDNDTAGSAGKKPLATESTEKRWS 
LVKVPTVGSYGVAGATLPETIPTSKNYYLRFDEDGKSIRDAKSSAESSNATNNNTLGTES 
KLLPDGDAVDALSRKIDQIPKIAVTGGENNENTQAKDDAATKTPLIKDANIKPWNAAVN 
DNQSKVSVATEQTKKTEVSTKNGPSRSISTKETKDSARPSNNNTTTTTTTDATQPHHHHH 
HHRHRDAGVKNVTNNSKTTES S S S S S AAKEKPKHKKGLLHKLKKKL 

YBR093C, 1904 bp, CDS: 501-1904 ( SEQ ID NO 19) 

ACGTATTTGGAAGTCATCTTATGTGCGCTGCTTTAATGTTTTCTCATGTAAGCGGACGTC 
GTCTATAAACTTCAAACGAAGGTAAAAGGTTCATAGCGCTTTTTCTTTGTCTGCACAAAG 
AAATATATATTAAATTAGCACGTTTTCGCATAGAACGCAACTGCACAATGCCAAAAAAAG 
TAAAAGTGATTAAAAGAGTTAATTGAATAGGCAATCTCTAAATGAATCGATACAACCTTG 
GCACTCACACGTGGGACTAGCACAGACTAAATTTATGATTCTGGTCCCTGTTTTCGAAGA 
GATCGCACATGCCAAATTATCAAATTGGTCACCTTACTTGGCAAGGCATATACCCATTTG 
GGATAAGGGTAAACATCTTTGAATTGTCGAAATGAAACGTATATAAGCGCTGATGTTTTG 
CTAAGTCGAGGTTAGTATGGCTTCATCTCTCATGAGAATAAGAACAACAACAAATAGAGC 
AAGCAAATTCGAGATTACCAATGTTTT^AATCTGTTGTTTATTCAATTTTAGCCGCTTCTT 
TGGCCAATGCAGGTACCATTCCCTTAGGCAAACTAGCCGATGTCGACAAGATTGGTACCC 
AAAAAGATATCTTCCCATTTTTGGGTGGTGCCGGACCATACTACTCTTTCCCTGGCGACT 
ATGGTATTTCTCGTGATTTGCCTGAAGGTTGTGAAATGAAGCAACTGCAAATGGTTGGTA 
GACATGGTGAAAGATACCCTACTGTCAGTCTGGCTAAGACTATCAAGAGTACATGGTATA 
AGTTGAGCAATTACACTCGTCAATTCAACGGCTCATTGTCATTCTTGAACGATGATTACG 
AGTTTTTCATCCGTGATGACGATGATTTGGAAATGGAAACCACTTTTGCCAACTCGGACG 
ATGTTTTGAACCCATACACTGGTGAAATGAACGCCAAGAGACATGCTCGTGACTTCTTGG 
CTCAATAGGGTTACATGGTCGAAAACCAAACCAGTTTCGCCGTTTTTACCTCTAATTCTA 
AGAGATGTCATGACACTGCTCAATATTTCATTGATGGTTTAGGTGACCAATTCAACATCA 
CCTTGCAGACTGTCAGTGAAGCTGAATCCGGTGGTGCCAACACTTTGAGTGCTTGTAACT 
CATGTCCTGCTTGGGACTACGATGCCAATGATGACATTGTAAATGAATACGACACAACCT 
ACTTGGATGACATTGCCAAGAGATTGAACAAGGAAAACAAGGGTTTGAACTTGACCTCAA 
CTGACGCTAGTACTTTATTCTCGTGGTGTGCATTTGAAGTGAACGCTAAAGGTTACAGTG 
ATGTGTGTGATATTTTCACCAAGGATGAATTAGTCCATTACTCCTACTACCAAGACTTGC 
ACACTTATTACCATGAGGGTCCAGGTTACGACATTATCAAGTCTGTCGGTTCCAACTTGT 
TCAATGCCTCAGTCAAATTATTAAAGCAAAGTGAGATTCAAGACCAAAAGGTTTGGTTGA 
GTTTTACCCACGATACCGATATCCTAAACTTTTTGACCACCGCTGGTATAATTGACGACA 
AAAACAACTTAACTGCCGAATACGTTCCATTCATGGGCAACACTTTCCACAGATCCTGGT 
ACGTTCCTCAAGGTGCTCGTGTCTACACCGAAAAATTCCAATGTTCTAACGACACCTACG 
TCAGATACGTCATTAACGATGCTGTTGTTCCAATTGAAACCTGTTCCACTGGTCCAGGGT 
TCTCTTGTGAAATCAATGACTTCTACGACTATGCTGAAAAGAGAGTAGCCGGTACTGACT 
TCCTAAAGGTCTGTAACGTCAGCAGCGTCAGTAACTCTACTGAATTGACCTTCTACTGGG 
ACTGGAACACTACTCATTACAACGCCAGTCTATTGAGACAATAG 

YBR093C, 467 aa (SEQ ID NO 20) 

MFKSWYSILAASLANAGTIPLGKLADVDKIGTQKDIFPFLGGAGPYYSFPGDYGISRDL 
PEGCEMKQLQMVGRHGERYPTVSLAKTIKSTWYKLSNYTRQFNGSLSFLNDDYEFFIRDD 
DDLEMETTFANSDDVLNPYTGEMNAKRHARDFLAQYGYMVENQTSFAVFTSNSKRCHDTA 
Q YF I DGLGDQ FN I TLQT VS E AE S AGANT L S ACNS C P AWD YDANDD I VNE YDTT YLDD I AK 
RLNKENKGLNLTSTDASTLFSWCAFEVNAKGYSDVCDIFTKDELVHYSYYQDLHTYYHEG 
PGYDIIKSVGSNLFNASVKLLKQSEIQDQKVWLSFTHDTDILNFLTTAGIIDDKNNLTAE 
YVPFMGNTFHRSWYVPQGARVYTEKFQCSNDTYVRYVINDAWPIETCSTGPGFSCEIND 
FYDYAEKRVAGTDFLKVCNVSSVSNSTELTFYWDWNTTHYNASLLRQ 

YBR181C, 1563 bp, exonl : 501-506, intronl : 507-858, exon2 : 
859-1563 (SEQ ID NO 21) 

TAACTTCTCAACATAATTATGTAAAAAATTATCTCATTAAGCCAGATAGCAAATATATCA 
CATATTGCATTGATTAATTTGAGAAAAATATACATGTATCTTTTCAGTTAATTTTATTAA 
AAATAAATTATTTCCTTACTTTTTTTTCTACAGTTTGCACCATTAACCTCTTTTCTTGCA 
TCCATACATCTTTGAACTCCATACATCTTATTTTTTTGCTGTTTTTTTTCAGTGTCTCGG 
GCATACAGGCCGCTTATCTTCATGCCGGCCCATCATCCTAGGAAACTCTTTCGGTATGGG 
CCAAGGGCAGGCGAAAATCCTATGTGCGTGGAGCTGATACAATCTCGGCTGGCTTGGTTT 
GTAGGGCACGGTCAATGAATGCCTGATGGGAGAAAAATTCATCTTTATGAAAAGTGATCT 
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TAATTTGAATAGTGTGCCCTTCAAAACATTTGGAAGTCATTAATTGAAACTATCCAGTGT 
GAATAGACGACTGAGCCATCATGAAGGTATGTAATATCACCCAAATCCTTAGAATTCTAA 
TGAATCAGCACGCGCTAACCGGCTGTTTCTGACTGTTTGATAAACGTATACCCACAAATT 
AGTGCACTATAATAAAAATTCTCAAGAACAACGTTGTTTAAACGAGATAATTCCCTCTAA 
TATACACGTACCGACACTTAGGAAAATATCTCGCTAAGTTCAAATTAAGGAATGAAAAAG 
GAATTTACGAAAAGGGTTTAGAAATATCAATGAAAATAAGAAAAACCTGTAACGGAAGAA 
AGGACAGCAGGGATTCGTTGGAATTTGTCGATATTGGCTTCGGACAACTTTACTAACAAA 
TGGTATTATTTATAACAGTTGAACATTTCTTACCCAGTCAACGGGTCTCAAAAGACCTTC 
GAAATTGATGATGAACACCGTATTCGTGTTTTCTTCGACAAGAGAATCGGTCAAGAAGTC 
GATGGTGAAGCCGTTGGTGATGAATTCAAGGGCTACGTCTTCAAGATCTCTGGTGGTAAC 
GACAAACAAGGTTTCCCAATGAAGCAAGGTGTTTTGTTGCCAACTAGAATCAAGTTGTTG 
TTGACCAAGAACGTTTCTTGTTACAGACCAAGACGTGATGGTGAAAGAAAGAGAAAGTCC 
GTCAGAGGTGCCATTGTTGGTCCAGATTTGGCTGTCTTGGCTTTGGTCATTGTCAAGAAG 
GGTGAACAAGAATTGGAAGGTCTAACTGACACTACTGTTCCAAAGAGATTGGGTCCAAAG 
AGAGCTAACAACATCAGAAAGTTCTTCGGTTTGTCCAAGGAAGATGACGTTCGTGATTTC 
GTCATCAGAAGAGAAGTCACCAAGGGTGAAAAGACTTACACCAAGGCTCCAAAGATCCAA 
AGATTGGTTACTCCTCAAAGATTGCAAAGAAAGAGACACCAAAGAGCTTTGAAGGTCAGA 
AACGCTCAAGCTCAAAGAGAAGCTGCTGCCGAATACGCTCAATTGTTGGCTAAGAGATTG 
TCTGAAAGAAAGGCTGAAAAGGCCGAAATCAGAAAGAGAAGAGCTTCTTCTTTGAAGGCT 
TAA 

YBR181C, 236 aa (SEQ ID NO 22) 

MKLNISYPVNGSQKTFEIDDEHRIRVFFDKRIGQEVDGEAVGDEFKGYVFKISGGNDKQG 
. FPMKQGVLLPTRIKLLLTKNVSCYRPRRDGERKRKSVRGAIVGPDLAVLALVIVKKGEQE 

LEGIiTDTTVPKRLGPKRANNIRKFFGLSKEDDVRDFVIRREVTKGEKTYTKAPKIQRLVT 
- PQRLQRKRHQRALKVRNAQAQREAAAEYAQLLAKRLSERKAEKAEIRKRRASSLKA 

YCL007C, 893 bp, CDS: 501-893 (SEQ ID NO 23) 

ATTACTTTAAATTGTTTGTCTATTCCAAC ATAATCATTAGC AGC AC ATGTCGAGC AACAG 
" ATAAACACAGCAGCGGCACGGTGAACCACATAAGTGTATGTGCACACGCGTGTTTTGTGC 
AGTGTATTACCAACTTGCGCATGCAAGGATATCACACTCCTGTTTCTGCCTCATGTCTTT 
TAAAACGCTTCCACGGGACATGGGTTCTAATTATGGAGAAGATCAAGCTTTGAAATGGCC 
CGTTTACACATTTTGATACAACCGTAGACGGCGTCTCGTTTCAAAGACCGTGTGGTTGTC 
TATCAGTATATACTCATTGTGTTTTTCAAAAAATCTCTGGGTTGTTTAGATGCCACTATA 
TTTCTATTCGTATTTATTTTTATGTATACTTATTTTGCTTATTTTTCTTATACTCAGGAA 
ACGTCACTTGGCTTGATATACTCGACGCTTTATTCTGCAAATTCAGGTCTCAAATCTGAA 
CGGCGTGGAGCCACCAAGGGATGGAGCTGGCAAAGGAACGTAATGGCCCACATCAAAAAC 
ATCATGGCCAATGTCAAAATCACTGTACTTCTCCAAACACTGTACGACAAAACAAAACAA 
ACAAACTCTTGTTAGTAAAAAAGAAAGGGAAACTAGTAATATGGAGACACATCGTAAAAA 
AAATGTTGCACATACGCTTGGTTGTTCTTTGGAGCCATTATCCAGAACAGCACGGACATG 
GCACTAACCACTATGAATACACCAACAACAGTATAGCTAAATTGGACGCGCAGAGAGTTA 
GTAGAAGAAGAAGGAAGAAAAGGGAAGCGGAGAGAAGAGATTATGACACATACAAACTAC 
TCATTACTCTTTGTTCTTTATTATTCGTTGGACCTTTGTTTCTTAAAGTATAG 

YCL007C, 130 aa (SEQ ID NO 24) 

MELAKERNGPHQKHHGQCQNHCTSPNTVRQNKTNKLLLVKKKGKLVIWRHIVKKMLHIRL 
WLWSHYPEQHGHGTNHYEYTNNSIAKLDAQRVSRRRRKKREAERRDYDTYKLLITLCSL 
LFVGPLFLKV 

YCL016C, 1430 bp, CDS: 501-1430 (SEQ ID NO 25) 

ACATGACCTAATTTATAGCTTAGGGTTCTTTTTTGTCAATTCTATGCGTATGACAAAGA 

GCACCACGATGGTGATCGAAATCTCTAGGAGTAGCATACCACAGCGATATTATTTAGTAG 

TAGGCGGTTTATTATCTTTGTCCCTTTATACTGTTGTGTTTCTTGCTTATTGCTTCAGTA 

GGCAGCGTATAGTATAACCAGAAAAAAGTGAAAAATAAACTAAAAAAGCACTATGAGATG 

AACGGTAAAAATCCACCAGAGATTTGCTCACTAATAATCCTGTACCATGTCCATCAACCT 

ACATTCCGCACCCGAGTATGATCCATCTTATAAGCTGATCCAGTTGACACCAGAGTTACT 

GGATATAATACAGGATCCGGTTCAAAATCACCAGTTAAGGTTTAAGTCATTGGACAAAGA 

CAAGTCTGAAGTTGTACTGTGTTCGCACGACAAGACTTGGGTGCTGCAAGCAGCGCAAAC 

ATTCAAACACAGTTCTACTAATGAGAGAATTTGTTCCTGAACAACCTATTACTTTCGACG 

AAACGCTCTTGTTTGGACTGTCCAAGCCGTACATGGACGTCGTGGGATTCGCCAAGACTG 
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AATCAGAATTTGAGACCAGAGAGACACATGGCGAATTGAACTTGAATTCAGTACCAATAT 
ACAACGGAGAACTGGATTTCTCCGACAAAATCATGAAGAGGTCATCTACAAAGGTTATCG 
GGACCCTGGAAGAACTACTTGAGAACTCACCATGTTCTGCGCTAGAAGGTATATCAAAAT 
GGCATAAGATTGGTGGATCTGTGAAAGACGGTGTGTTGTGTATTCTTTCACAAGACTTCC 
TTTTCAAAGCACTGCATGTACTACTGATGAGCGCAATGGCAGAATCACTCGATCTACAGC 
ATCTGAATGTTGAGGATACACATCACGCTGTGGGGAAGGACATTGAGGACGAGTTCAATC 
CATACACAAGAGAAATCATTGAAACAGTGCTGAATAAATTTGCTGTTCAAGAGCAAGAGG 
CTGAAAACAATACGTGGCGCTTGAGAATACCGTTTATAGCTCAGTGGTACGGGATTCAAG 
CGCTAAGGAAATATGTTTCTGGAATAAGCATGCCAATTGATGAGTTCCTCATCAAGTGGA 
AGTCCCTTTTCCCACCTTTCTTCCCATGTGACATTGACATTGACATGCTGCGAGGCTATC 
ATTTCAAGCCTACCGATAAGACTGTCCAGTATATAGCGAAAAGCACACTACCAATGGACC 
CCAAAGAACGGTTTAAAGTCCTGTTTAGGCTACAGTCACAGTGGGACTTGGAGGATATCA 
AGCCTCTAATTGAAGAACTAAATTCAAGAGGTATGAAAATAGACAGTTTCATCATGAAGT 
ATGCCCGCCGTAAAAGACTGGGCAAAAAGACCGTGGTCACGAGCAGGTAG 

YCL016C, 3 09 aa (SEQ ID NO 26) 

MREFVPEQPITFDETLLFGLSKPYMDWGFAKTESEFETRETHGELNLNSVPIYNGELDF 
SDKIMKRSSTKVIGTLEELLENSPCSALEGISKWHKIGGSVKDGVLCILSQDFLFKALHV 
LLMSAMAESLDLQHLNVEDTHHAVGKDIEDEFNPYTREIIETVLNKFAVQEQEAENNTWR 
LRIPFIAQWYGIQALRKYVSGISMPIDEFLIKWKSLFPPFFPCDIDIDMLRGYHFKPTDK 
TVQYIAKSTLPMDPKERFKVLFRLQSQWDLEDIKPLIEELNSRGMKIDSFIMKYARRKRL 

GKKTWTSR 

YCR052W, 1952 bp, CDS: 501-1952 (SEQ ID NO 27) 

GTCATCGACAGCAAATTGCTGGAAGAGTTCAAGGACAACGTGAGATACACCTTGGAAAAT 
GACCCTGAGGAAGGAGCCGATGAGGCCACTCTGCAACGCAGGAGGCAGTTGGAACAGATC 
ATTACGGGAGACAACGCTGAGGAGGAGTTGGAAAGGTACATCCGTGCTATGGTCAGAGAG 
CAGATGCTGGGCCAGGGCTCCATGGCGGGTTCCGGGGACGAACCAGATTCCAAGAGAAGA 
AAATAACGACCCAGCACAAAGGCTCTTACAGCTTGCTAAAAGAAATTGAACGCGACGCTA 
CATGAACTACTTCTTTCTCTTACATAGTCTTTTCCCTTATGTATCTTTTCTGTACATTAA 
TAGACGTTCTTACAAGGTAAAATTTCACCGCGTTTTTAAATAGAATGAAAAAAACGTTGT 
AGAGTGAAAGAAAAGCAACAAATATACAGTTCACAAGGCAGCTTCGTATAGTAATACAGC 
ACGAAAAACAGCTCATAGAAATGGTAACACAGACCAATCCGGTCCCTGTTACATATCCAA 
CGGATGCTTATATCCCCACGTATCTGCCCGATGATAAGGTCTCCAATCTGGCAGATTTGA 
AAAAATTGATAGAAATGGATTCCAGACTAGATTTGTATCTGACAAGAAGGAGGCTGGATA 
CGTCCATCAATTTACCTACAAACACCAAGACCAAGGACCATCCCCCCAATAAAGAGATGC 
TGAGGATTTACGTCTACAACACTACGGAAAGCAGCCCTCGCAGCGATTCTGGCACCCCAG 
CGGACTCAGGCAAGACTACATGGACACTGAGAATAGAAGGTAAGCTTCTGCACGAGTCCG 
CAAACGGAAAGCACCCATTTAGTGAGTTTTTGGAAGGTGTCGCGGTCGACTTTAAAAGAC 
TGAAACCGCTGGGCATGGGCAAGAAGAGGAAACGCGATTCGTCATTGAGCCTTCCTTTGA 
ATCTGCAACAACCCGAATACAATGATCAAGATAGCACCATGGGCGATAACGACAACGGCG 
AGGATGAGGACAGTGCAGAGGCAGAATCCAGGGAGGAAATTGTAGACGCACTGGAATGGA 
ACTACGATGAAAACAACGTTGTGGAGTTTGATGGTATCGACATCAAGAGGCAAGGCAAGG 
ATAATTTGCGATGCAGTATAACCATCCAGTTGAGGGGTGTCGACGGTGGAAAAGTACAGT 
ACTCGCCCAACTTAGCTACCTTGATAGGTATGCAAACGGGCTCCGTTAATGACGCGGTTT 
ATTCGATCTACAAGTACATTTTGATCAACAATCTGTTTGTTACGGAACAAACAGAGGCTC 
AAGATGGTTCCAACGATGCCGAAGACAGCAGTAACGAGAATAACAATAAAAACGGTGCTG 
GTGACGATGATGGCGTCGAGGGAAGTACTCCAAAGGATAAGCCCGAATTGGGTGAAGTGA 
AGGTAGATTCACTCTTACAAAAGGTATTGGATACAAACGCCGCGCACCTCCCCTTGATGA 
ATGTTGTGCAAACCGTGAACAAACTGGTATCACCCCTACCGCCCATCATCCTAGATTATA 
CAATTGATCTTTCCAAAGATACCACCTATGGTGCTACCACCTTGGATGTAGATGTGTCGC 
ACATTCTCCACCAGCCTCAACCCCAGCCAAATTTACAAAAAGAGGAAGAAACAGATGCTG 
AAGACACAGCAAAACTACGTGAAATCACAAAGCTTGCCTTGCAGTTGAACTCTAGTGCTC 
AAAAATACCAGTTTTTCCACGAACTGTCTTTGCATCCAAGAGAAACGCTGACTCACTACT 
TATGGTCTTCCAAGCAAAACGAGCTTGTGCTGCAGGGCGACCAATACTTCAATGAAGATG 
CTGCAAGAACGAGTGACATATACAGTAACAACAACAATGACAGGTCACTAATGGGCAATA 
TCTCACTACTGTACTCCCAAGGAAGACTATAA 

YCR052W, 483 aa (SEQ ID NO 28) 

MVTQTNPVPVTYPTDAYIPTYLPDDKVSNLADLKKLIEMDSRLDLYLTRRRLDTSINLPT 
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NTKTKDHPPNKEMLRIYVYNTTESSPRSDSGTPADSGKTTWTLRIEGKLLHESANGKHPF 
SEFLEGVAVDFKRLKPLGMGKKRKRDSSLSLPLNLQQPEYNDQDSTMGDNDNGEDEDSAE 
AESREEIVDALEWNYDENNWEFDGIDIKRQGKDNLRCSITIQLRGVDGGKVQYSPNLAT 
LIGMQTGSWDAWSIYKYIIilNNLFVTEQTEAQDGSNDAEDSSNENNNKNGAGDDDGVE 
GSTPKDKPELGEVKLDSLLQKVLDTNAAHLPLMNWQTVNKLVSPLPPIILDYTIDLSKD 
TTYGATTLDVDVSHILHQPQPQPNLQKEEETDAEDTAKLREITKLALQLNSSAQKYQFFH 
ELSLHPRETLTHYLWSSKQNELVLQGDQYFNEDAARTSDIYSNNNNDRSLMGNISLLYSQ 

GRL 

YCR064C, 911 bp, CDS: 501-911 (SEQ ID NO 29) 

AGGTTTTAACGCGTTATCTTTGTTCCGAAAAAAAAAAAAAACGGAAAAATATATTTTTTC 

GCGTCGCGTTCTCGCGTCTGTTTTGTTTTTTCGCGTTCCAATGACCAAAATGGGAAAGTG 

GTCGTCTTTGACGAAGGAGACGAAAACCTCTTCTAAAACGTTGGGAGAGAGATAATTACA 

TGGCCAGAACAATACTGCAACGTGCATATAGTCGTTAGTCTGTGCTTGCACATCCACGGC 

AGCCGCAGTGGACGCACTGATGGAAGGACACCTGTGTGCCCTTTTTGCGTGCTTCTTCCT 

CTAACTGTGCACGAGGCACCCTGCAGATGCAAGTGCTACCGTTGTTAGTTTCGTTCTTTT 

GAATGCAGCGCAGACAGCACAGTTTTTCATACCCGGTTTTGCGCCATTTGGCAATTAGCA 

ATTTATCAGCATACTTTTCCTTTATCAACCAATCGTAAAGGTCTTTGGAGATGGCCTTTC 

TCTTGTAGTACAGAGTATATATGTATCTAGAGCGCTGGTGGTGGAGTTGCATTATCTCCC 

AGAGCTGCTCATTGGACTTTGCTGCGAGCTTAGACGACTTGTCCTTTTGGGCATCTCTGA 

GTTGGATTTCGAAATCTGTGAGGGTTGGCTTGATTTTTTCGAACCCGTCAGGTGCAGGCT 

TGGATCTTCTGGTCTTTATGCGCGGCATGTCGTTTTGTGAGGTGAGCTTTGCTAGTCTTG . 

ACGGCTGTAGAGGTGTTTACATTGATGATGAGTCCCTAAGAAAATTTTTCTTTTTTTTTC 

AGTATTTCACTTTCCGTTGTGAACGACAAATGTACTATGCGTTCAAGAGCCAACGCAGTA 

TCATCGTCAAAGTTCCTACCACAACGCGTGTGATTGATCTTGTACTGGTTGTAAATGTGC . 

TAAGTCTGTGA 

YCR064C, 136 aa (SEQ ID NO 30) 

MYLERWWWSCIISQSCSLDFAASLDDLSFWASLSWISKSVRVGLIFSNPSGAGLDLLVFM 
RGMSFCEVSFASLDGCRGVYIDDESLRKFFFFFQYFTFRCERQMYYAFKSQRSIIVKVPT 

TTRVIDLVLWNVLSL 

YCR073W-A, 1448 bp, CDS: 501-1448 (SEQ ID NO 31) 

GTTTATGGCTGGAATGACTTGATAATCTCTTCACGAGCTTACTTGAGATGGTATGAGGAG 

CCAGAACTCTCCCGCCTTCAGCCGCTTTTTGTTGCTGTGTATTCAGTATATCCATCATCA 

TTTTCACCTACAAGGAACTACCTTTTATAGCCACCCTAAGTAAAACAACATTAGCTTAGC 

ATCCTCAATTCTTATCGTATGTTGTTGCTGCTATTTTTATCCTATTGTTCCTGGCATCGC . 

TTTTTTACATAAGGTACCAAGGCAAGAGAAAAGACCCGCGAAATTTTCAATTCGAGACAT 

AGGGTTAATACGAAATATGTTAAGGTCTAGTTTCCAAAAAATGAAGAAAATGTGATTAGA 

CATCCTGGGGAAATTAGGTTTAAATAGGGCGGGCGCTACAGGGGTTTTCCTAACAAATTT 

CAATGATAATAGTGGCATCATCATCGTCATATCCAGTGTAGGTATGGACTAGAACAGAAA 

GCAATTTGCAGCAAGACAATATGACTACGACGGTACCCAAGATATTCGCGTTTCACGAGT 

TTTCAGACGTGGCAGAGGCCGTAGCTGACCATGTAGTCCACGCGCAAGACGGTGCATTGG 

CTCCAAAGAACGAGAGGAAACACTCTGTTCCCAACATCAGCATGAATGCACTGGATATGA 

CGAGAGAGGCCTCTTGCAAAAGCACAGCATCTGCCGCGGAAGGGAAAAGTGGTAGCAGTG 

GTAGTGGCAGTGGTAGCAGTAAGCCCAAAAAGGAGAAACGGTTCAAGATTGCTCTCTCCG 

GTGGGTCATTGATCGAAGTGCTACACGAAGGTCTGCTAAAACGAGACGATGTACGGTGGG 

GAGACTGGGACATTTACTTTGCAGACGAGAGACTTGTACCCTTCAGCTCGAATGAAAGCA 

ATTATGGATGCGCCAAAAGGAAGATTTTGGACCTGATAGACACGGCGAAGTATGGAACTC 

CGAAGGTGTACCACATTGACGAGTCATTGATTGACGACCCGCAAGAATGCGTTGATAACT 

ATGAAAAGGTGCTAATCCGCGGGTTTGCCGGTAGAGATTCCGTCAAACTTCCGATGTTCG 

ACTTGTTCCTGCTTGGTTGTGCCCCCGATGGTCATATCGCATCACTCTTCCCTAACTTCC 

AGGACAATCTACGTGAGAAACTTGCATGGGTGGTGCCCGTGGAGAACGCTCCTAGTGGGC 

CCTCGACCAGAATTTCGCTGACTATACCTGTAATCTGCCATTCTCACAGGGTTACTTTCG 

TTGTCGAAGGTGCAACCAAGGCGCCCATCATCAAGACCATTATGGAAAGGCCTGAAAAGG 

GCCTACCTAGCAGTATTGTCAACGAAGGTGCTGCTGGTCGTGTATCATGGTTTGTTGACG 

ACGATGCTCTTACGGACGTCCTCGTCACCAAAAAAAAGTATAAATTCCACCAAGGTTTGT 

CTATTTAA 

YCR073W-A, 315 aa (SEQ ID NO 32) 
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MTTTVPKIFAFHEFSDVAEAVADHWHAQDGALAPKNERKHSVPNISMNALDMTREASCK 
STASAAEGKSGSSGSGSGSSKPKKEKRFKIALSGGSLIEVLHEGLLKRDDVRWGDWDIYF 
ADERLVPFSSNESNYGCAKRKILDLIDTAKYGTPKVYHIDESLIDDPQECVDNYEKVLIR 
GFAGRDSVKLPMFDLFLLGCAPDGHIASLFPNFQDNLREKLAWWPVENAPSGPSTRISL 
T I PVI CH SHRVTF WEGATKAP 1 1 KTIMERPEKGLP S S I VNEGAAGRVSWFVDDDALTDV 
LVTKKKYKFHQGIiSI 

YDLOlOW, 1196 bp, CDS: 501-1196 ( SEQ ID NO 33) 

TAGTAATTAGTTTCTTATGATGGATTTAATGGCGTAGTTCATCCGCGTTTAATTTAACTA 
GAGGATAATCTACTTGCAGCATGAATGAAAATAGTAAGCCAGTAAGGATGCACTGACAGA 
CTCAGCTACCGATTAGTGTTGTTGACTTTTCCGCAAGATCCTTTTCTCCCTCTTTGGACC 
TAGTCATCCCTCCACACAAGATTCGCTCTTAAGTAGTGGCGCAGGCTGTTCGCTTTTAAG 
CATAGTGCTTAATGTCGAAGGCTTTATAGATCCCAAATACTACGCCTTGAGAAATTGAAT 
GCACTAGCAGTTAGTTAACTTTCTGGAACGCGCATGACGCGTCCCGGGGCGCCTGAGGCG 
GAGCGTTCGCGAAATCGGGAAAACATTATACTGGGAAAGATCACTATCTATTCTCTAAAT 
GAACTTTTAAGCAAATTATCGTAAGATAGAAAAGACGAAACCTTAGCAACCTAGCGGTTT 
AATATAGAAACAATTTTATTATGATACCTTCCAATAAGAGAAATGCTAGAATTTTAAGCA 
TTACAACGCTATTATTGTTGTTAGTGTTTTTCGTAGCGCAAAATGCGAACTTCTTGACGG 
TAGAGATAAAAGAGGAAACTTCTAAAGCATTTAGTACTAATATGGACAATATGGCTGGAG 
GATCTTCCAGGGAATATGCTGCTATGCCGACTTCTACCACGAATAAGGGGAGCTCTGAAG 
TAGACGAAGAAATTAATGAAATAAAACAGAAGGTGGGACTCCAACAGCCCATAGCATCGG 
TTGATGATAGTTTGTCGGCCATTAAAAACGATAAAGGGTCGCGAATAACCAAAGCTTTTA 
ATGTTCAAAAAGAATACTCCCTCATACTAGACTTGTCTCCGATTATAATATTTAGTAAAA 
GCACCTGTTCATATAGCAAGGGCATGAAGGAACTGCTTGAAAATGAGTATCAGTTTATCC 
CAAACTACTATATTATAGAACTTGACAAACATGGACATGGGGAAGAGCTGCAAGAATATA 
TCAAGTTGGTGACCGGTAGAGGAACTGTTCCAAACCTTTTGGTTAATGGAGTATCAAGAG 
GAGGTAATGAAGAAATCAAGAAACTGCACACTCAAGGGAAACTTTTAGAATCATTACAAG 
TCTGGAGTGATGGTAAATTCTCGGTTGAGCAACGTGAAAAACCTTCCAATAATTGA 

YDLOlOW, 231 aa (SEQ ID NO 34) 

MIPSNKRNARILSITTLLLLLVFFVAQNANFLTVEIKEETSKAFSTNMDNMAGGSSREYA 
AMPTSTTNKGSSEVDEEINEIKQKVGLQQPIASVDDSLSAIKNDKGSRITKAFNVQKEYS 
LILDLSPIIIFSKSTCSYSKGMKELLENEYQFIPNYYIIELDKHGHGEELQEYIKLVTGR 
GTVPNLLVNGVSRGGNEEIKKLHTQGKLLESLQVWSDGKFSVEQREKPSNN 

YDL036C, 1889 bp, CDS: 501-1889 (SEQ ID NO 35) 

TCAAATCCAGCTTCTTTTCAAGCAATATTGTCACAAACGATGATGAGAATAGCATTGAAG 
AGGATAAGAATTTACGCTATTCAGATGCTAGTGCATCTGAAAATTATCTGGTCAAGCCCA 
CAATACCAGGTACGACTCCTGATCCAATAATTGAGGCGCAGAACGATAATGATAGTAGTG 
ATAGTAGCGGCATAGATTTGATAGCCTTCTTAAGAAATGGACCATTATAAAGTTTTTGTA 
TCGCGATGTTTGAAAATGGAAAGTAAGGAACGTAATACAAATTGACAAGTAGCCGACATG 
AATGACGCTCACTTCTCTTATATATGTTAGGTAGTATATGCATTATAGAATTTATTCATT 
GAAGCAATGTGATTCCTCGATAAGTAAGCTTTTTTTCTGTCTGGCGGCGAACCATTAGAG 
AACAAAAGACCGAGTTAAGAAAAAGTTCATAAAAAACTTTTGAAAATGGATGAGTGCTCG 
TATAATGGAATAGGAAACTTATGCAAAGTW^TAATAGGTTAAGAAATTTGTTTACAGTGC 
CAGTAATAATGGCTCGACAACTCAAAAGGAATGCATTATCTGCAGGTCTTGCTTTTGCAG 
GTAATGCAACCTCAAATGAGTTTGATGAACATTTGCAAAATGAGGTTGAAAGAGAGAGGG 
AAATTCAAAAGAAAAAAAAAATAAAGCGAACTCAATCAAAAAAATCGCCAGATTTGATTA 
ATAAATCTACTTTTCAATCACGAACGATAGGCAGCAAAAAAGAGAAACATAGACAACTAG 
ATCCAGAGTATGAAATTGTCATCGATGGCCCTCTAAGGAAAATCAAGCCCTACCATTTTA 
CGTACAGGACCTTTTGCAAAGAGCGTTGGAGAGATAAAAAATTGGTTGATGTCTTTATAT 
CTGAATTTCGAGATCGTGAATCTGAATATTATAAAAGAACAATCGAAAACGGGGACGTTC 
ATATAAACGATGAAACTGCGGACTTATCTACTGTAATTCGCAATGGTGACCTGATTACGC 
ATCAGGTACATAGACATGAACCTCCAGTCACTTCCAGGCCTATCAAAGTTATTTTTGAAG 
ATGATAACATAATGGTTATTGATAAACCGAGCGGTATACCTGTTCACCCAACTGGCCGAT 
ATCGGTTCAATACAATTACGAAAATGCTTCAAAATAATCTCGGATTTGTTGTGAACCCAT 
GTAATAGGTTAGATAGGCTTACAAGTGGATTAATGTTTTTGGCAAAAACTCCGAAGGGAG 
CCGATAATATCGGCGATCAACTAAAAGCTCGAGAAGTCACTAAGGAATACGTGGCCAAGG 
TAGTTGGAGAATTTCCAGAAACGGAAGTAATTGTTGAAAAACCTCTAAAACTGATCGAGC 
CAAGGCTTGCTCTTAATGCAGTTTGTCAAATGGACGAGAAAGGAGCCAAACATGCAAAAA 
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CTGTTTTTAACAGAATCAGCTACGACGGTAAAACGAGTATTGTAAAGTGCAAACCGCTTA 
CCGGGCGATCACATCAAATTAGAGTACATTTACAGTACTTAGGCCACCCAATTGCTAACG 
ATCCTATTTATTCCAATGATGAAGTATGGGGTAACAATCTCGGAAAAGGCGGCCAGGCTG 
ACTTCGATATAGTTATTACTAAGCTAGACGAAATAGGGAAAAGAAAACCTGCTAAAAGTT 
GGTTCCATAGTAATGGCGGGTACGGTGAGGTATTAAGGCAAGAAAAATGTTCTATTTGTG 
AATCTGATTTGTATACTGATCCTGGCCCCAATGATCTTGATCTGTGGTTACATGCCTATC 
TATACGAATCAACTGAGACTGAAGAAGGAACCGAAAAGAAAAAGTGGTGCTACAAAACAG 
AGTATCCAGAATGGGCTCTGAGAAGATAG 

YDL036C, 462 aa (SEQ ID NO 36) 

MQRNNRLRNLFTVPVIMARQLKRNALSAGLAFAGNATSNEFDEHLQNEVEREREIQKKKK 
IKRTQSKKSPDLINKSTFQSRTIGSKKEKHRQLDPEYEIVIDGPLRKIKPYHFTYRTFCK 
ERWRDKKLVDVFISEFRDRESEYYKRTIENGDVHINDETADLSTVIRNGDLITHQVHRHE 
PPVTSRPIKVIFEDDNIMVIDKPSGIPVHPTGRYRFNTITKMLQNNLGFVVNPCNRLDRL 
TSGLMFLAKTPKGADNIGDQLKAREVTKEYVAKWGEFPETEVIVEKPLKLIEPRLALNA 
VCQMDEKGAKHAKTVFNRISYDGKTSIVKCKPLTGRSHQIRVHLQYLGHPIANDPIYSND 
EVWGNNLGKGGQADFDIVITKLDEIGKRKPAKSWFHSNGGYGEVLRQEKCSICESDLYTD 
PGPNDLDLWLHAYLYESTETEEGTEKKKWCYKTEYPEWALRR 

YDL083C, 1364 bp, exonl : 501-909, intronl : 910-1341, exon2 
1342-1364 (SEQ ID NO 37) 

TATTCCGACTAGAAAAAAATTAAATTTTCTAACTACAAAAAATTGCCTGCATATATGTAA 

GGATGTAACAGGAAATGTATGGGTCACATATTAATAGCTTGTTTTACTCCATAAAAGAGT 

CTGATATTCAGAAAAAACACCCATACATGTTGAAAAATAATGCATTGTGAAAAAAAGTGG 

TTGAAAAATGTATGCGATCTAGGAAAAACTGAATTTTCCTTAGGTTGTCGCTCCTCCTCT 

AGAAGGATGCTGTGGCCTTTGACCTGGGCGGAAATTCTCTCTGTTTCCCTCTAGCTGAGG 

GAAACAGAACTGGTAGCAGTTCGTTCCGGCCAGGCCGCGTGAGCCTATACCACCGAATAT 

TATCCTAGCGCAGAGAGTAACACTGGCAAAGTCAAAAGTAAATGCCATGTAAAATGTATA 

GGTTACGCAGTAGACTATTTAATATATACCTTTTTATTTAGCAGTGTTTCGAAAAATACA 

GCAAGAGAATAAGCAACAAGATGTCTGCCGTCCCAAGTGTCCAAGTATGTTAAATAATTT 

AAACGATGTCACGAATTTGTGAGGGATATTGAAACCATGCAGTGAGATAATTTCAATTTA 

AGAACCATATCACCTGAATAAGACGGGTGGGGCAAGCACTAGATGCGAATCATAGTTTTA 

GAACAACGGATCACCATTTCACACGTTAAAGACCGAGTAGAAATAACCAATAAATTGTGT 

GGGAAAATATTATACTTAATTTCTCTGTGGAGTAAAGTAATGAGCGTCTTTTGCGGTCTT 

ATTTATTCATTCGCTCCCCTTGCAATGAATTTTGAACAGAATGCTCCAAAGAGGAAGTGC 

CAGGGTACCTCACTTGTTTCACCCTTTTACACAGTTCATAATATTTTTGAGGATTTTGAA • 

TTTCTGTTTTACTAACATGTGACACGAAATGTTTTTCATTTTTGGTTTTATAACAGACTT 

TTGGTAAGAAGAAATCAGCTACGGCTGTTGCCCACGTCAAGGCCGGTAAGGGTTTGATTA 

AGGTCAACGGTTCTCCAATCACTTTGGTTGAACCAGAAATCCTAAGATTCAAGGTCTACG 

AACCATTATTGTTGGTTGGTTTGGACAAGTTCTCCAACATCGATATCAGAGTTAGAGTCA 

CTGGTGGTGGTCATGTTTCTCAAGTCTACGCCATCAGACAAGCTATTGCTAAGGGTTTAG 

TCGCTTACCACCAAAAGTACGTTGACGAACAATCCAAGAACGAATTGAAGAAGGCCTTCA 

CCTCTTACGACAGAACTTTGTTGATCGCTGATTCTAGAAGACCAGAACCAAAGAAATTCG 

GTGGTAAGGGTGCTCGTTCTAGATTCCAAAAATCTTACCGTTAA 

YDL083C, 143 aa (SEQ ID NO 38) 

MSAVPSVQTFGKKKSATAVAHVKAGKGLIKVNGSPITLVEPEILRFKVYEPLLLVGLDKF 
SNIDIRVRVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEQSKNELKKAFTSYDRTLLIAD 
SRRPEPKKFGGKGARSRFQKSYR 

YDL125C, 1088 bp, exonl: 501-597, intronl: 598-708, exon2 

709-1088 (SEQ ID NO 39) 

TTCAAAATACGAGTAAAGGAGATCCTAGGTGTGGATTAGTAAGGGGAGTGTGGCAACTTC 
CTTTTTCCGGTTAATTCTCCGCGCTTTCGTTAGACTATTTTGCAAGGACCCAAATAGGAG 
ACGCATGGAGGCTTCTACAAAACAGCGTGCCGTTTTGATGGCATGAGCAGGGGGCGCAAA 
GGAAACACCGGTAAATCGCGCAAGACCTTGTTGGCCACGTAGCCTCAAAGGTTGAATTGA 
CACTTGTCTACAGAACTTGAAAAGTACAAAAGGAGGTCACATAAAACAGTAAGCTTGAGA 
AGCTTTAAGATATGGTGCGAATCGTTACAGAATATTCCTTGCAGAAATAATGGCGGGTCC 
GTTCTCTTCTGAAGAAGTTACCGCCCTACTGAAGCATTGCTGTACGATCGTGTAATGTGA 
TGTGTGTTCGACTGGAAAGCGGAGAACATTATGAAGTAAAAGGACAATCAGCACGCCTTC 
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CAGACTTTTAAGAAACATTGATGGAGCCATTGATATCGGCACCGTACCTAACAACAACAA 
AAATGTCTGCTCCTGCTACGCTTGATGCTGCCTGTATTTTTTGCAAGATTATTAAAAGTA 
TGTCACATTACTAATAAAGAGCTTACACTCACACCAATGATGGCGATAGTCTCTATGTAG 
TACATATACATAAAGCAGAATACTAACAATCGATCCGCTATGCAACAGGCGAAATTCCAT 
CCTTCAAATTGATTGAAACAAAGTACTCGTATGCTTTCTTGGACATCCAACCTACTGCTG 
AAGGTCATGCTTTAATCATTCCTAAGTACCATGGTGCGAAGTTGCATGACATCCCGGACG 
AATTCCTTACCGATGCTATGCCGATTGCCAAGAGACTGGCCAAGGCAATGAAGTTGGACA 
CTTATAATGTGTTGCAGAATAATGGTAAAATTGCGCATCAAGAAGTCGACCACGTCCACT 
TCCATTTGATTCCTAAGAGAGATGAGAAAAGTGGTTTGATTGTAGGGTGGCCAGCCCAAG 
AAACGGACTTCGATAAGTTGGGCAAGCTACACAAGGAATTGCTTGCCAAACTAGAAGGCT 

CCGATTAG 

YDL125C, 158 aa (SEQ ID NO 40) 

MEPLISAPYLTTTKMSAPATLDAACIFCKIIKSEIPSFKLIETKYSYAFLDIQPTAEGHA 
LIIPKYHGAKLHDIPDEFLTDAMPIAKRLAKAMKLDTYWLQNNGKIAHQEVDHVHFHLI 
PKRDEKSGLIVGWPAQETDFDKLGKLHKELLAKLEGSD 

YDL133C-A, 578 bp, CDS: 501-578 (SEQ ID NO 41) 

AAAGGTGGTTGGAGACTTTGTGTTGTAGCTTAGAATTTCTTCCACTATATGAAAGCCAAG 

ACCTCTTCTCCTCTTTCGACACTTCGTTTATTTCCACTTTCCCTTATTTAGTATTCATCG 

TTCAGAATGCTTTCTTTATTTCACGACGGTTACCACACCCGTACACCCTTATCTCATTTC 

ACCAGTACCTTTCCTTATTAGATTCATCTTATTTTATTTTAGGATTTTTAGGTCATTGTA 

CGACGCGTGTCGCACCATGGAAAAGGTGTCGCAGCTGCGATGCTATCCATTTACCCGTCA 

TCATTGCTGGCAGAAATCCCATCTTCCTCTGCTGGGGTGATTTATATATATGGAGAGTTA 

ACGAATGTAATATTTCTGAATGTTAAATAATTGTTATCCGTCATTATTGTTTCACTTCTC 

TCTTTGAAATTTCGCTTGTTTTCTGTTTTCATCTTATATTTTACTTCAATCCTAAGATAG^ 

TCATATCGACTTAATTCCAAATGAGAGCTAAGTGGAGAAAGAAGAGAACTAGAAGACTTA 

AGAGAAAGAGACGGAAGGTGAGAGCCAGATCCAAATAA 

YDL133C-A, 25 aa (SEQ ID NO 42) 
MRAKWRKKRTRRLKRKRRKVRARSK 

YDL136W, 1268 bp, exonl : 501-503, intronl : 504-908, exon2 : 
909-1268 (SEQ ID NO 43) 

CATGCGGACCTTGTGTGTTTTGTTTCTAGATTGTTTTATTTTTATGATTGTTGAAGATAT 
AAACCACTGTATAGTTGTATAAGATAGGATAATGATGGTGCACTGAAAATAAACTTACTA 
GCTCTTTAATATTGCAACGGCTTGTAACGGGCGCCATGATGACATTCAGAATTATACCAC 
TACTATATGAAAAAATGAAAAGAGGCCCTGCTTTGAACCCGTACATTTTATTCTATAATA 
TTGCATCTGTGGTTTGCCTGACGGCAGCGAGTCCAACACAAAGTCTGGCATATGCTACGA 
ATTTTCCACCATGGATTCAGCACCCAAACATTTGAATTTTTTTTCATGTCGATTGTGAAA 
TTTTACTGAAGATGAGGGTAAATAGAGGCCTGCAATCGTCATCATATGAGAAATGGATAT 
ATTGAAAATCTACTCACATCTCTTTTTTGGGGGTTTGGTAGTACAGTGAGAACACGATAA 
AGAACCAAATAGGACTAAAAATGGTATGTAGAGATGAATATACATGAAACGGACGTGATA 
TAATGTGCTATGGAAGAAAAAAGTCTCCTTTAATGTCTGCAGGATAAATAATCAAGTGGT 
CTGAAGAAAATTTACAGCTACAGTATTACTGCAAACCTTGCAGGCAAATATCAGAGAGAT 
CTCACCAGCTACAACTTGGTAACAGAAATTTATAAGTTTATGGCACTTGTTAAAATTGTT 
TGGAAGTTTTCGAAATTATAATATTGGTCTTCAGAAACCTGGAACCACATGTGAACTATT 
rprprpiprpTGGATAATGCATTGCACAGAGCGTATTAGTGTATACGAGAATCTAAAAATTTGAA 
ACTGGCTCATAAAAACAGGAACTTTTACTAACAGTTATGATTTTTTGTTCCCATTTTCTT 
ATCAATAGGCCGGCGTTAAAGCTTACGAACTAAGAACCAAATCCAAGGAACAATTAGCTT 
CTCAATTGGTTGACTTGAAAAAGGAGTTGGCTGAATTGAAGGTCCAAAAGTTGTCCAGAC 
CATCTTTGCCAAAGATCAAGACCGTCAGAAAGAGTATCGCCTGTGTCTTGACCGTCATCA 
ACGAACAACAAAGAGAAGCTGTTAGACAATTATACAAGGGTAAGAAGTACCAACCAAAGG 
ACTTGAGAGCCAAGAAGACCAGAGCTTTGAGAAGAGCTTTGACCAAATTCGAAGCTTCCC 
AAGTTACCGAAAAGCAAAGAAAGAAGCAAATCGCTTTCCCACAAAGAAAGTACGCTATCA 

AGGCTTAA 

YDL136W, 120 aa (SEQ ID NO 44) 

MAGVKAYELRTKSKEQLASQLVDLKKELAELKVQKLSRPSLPKIKTVRKSIACVLTVINE 
QQREAVRQLYKGKKYQPKDLRAKKTRALRRALTKFEASQVTEKQRKKQIAFPQRKYAIKA 
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YDL167C, 2660 bp, CDS: 501-2660 ( SEQ ID NO 45) 

TGGGTGTCGTCAAACAGGATGCCGTGGAATCATACGAACCGCACATTGTGGTAGAGCTAC 

AAAGCGATACGAAAGAAGATATGGTATCTAACGTATCCCGTATTGTTGCTTGGGAAAAGA 

TGTGGTTAGAACAACATCCAGATGGAGTCACAAATGAATATCAAGGGCCTCGTAGCGATG 

ACGAAGACGATGAAGACAGTGAGTAGGCGTTCCATAACTTTGTGTATCTACATATATACA 

TATATAATTGTAAATTAGTAACAGTAGTAATAGTAGTGCCTATTATAAAGGGTTTTCTTT 

AAGTAATGTCATGTACTTGTTTAATGTGACTTTGGTAATATATTTTCATTCTCCGATGCC 

GATGCCCAGTGGAAAAGTTTAAAGTGAAAAATTTTTCAACACATACAAGTTTAATAAGTT 

GGTTTTGATGCAAATAGCATTACTAAAGAAGAGCGCTAGGATAATTGTGCATTGCTATTG 

TGATTTTTGATACAGAAATTATGCACTATGTGGTACTAGAGCTGCAAGTTGCGCATTTGC 

CAGATACCCCCAAGGATCAATGTCGCATTGCGAATATAGCATTTCAAATTGTGAATGCTG 

AAACATTAGTATGCCATTATGGGACCAATTCTTTACCGAGCATTGAAGTAAACGGGACGA 

CAAAGAGTTTGGAGAGTGCAATGGTGCAATTGGACAAGGATATTCATGACGTTATTGGTA 

ACGACGACTTTGTTCTTGTTTCCCTGTATTCAACATGGCATATCCGTGTTACCTTACCAC 

GTCAAGCGAGAGATGATGGGTTTATTCTTACTTCTTATTTACAACATCCGAAAGTATTTG 

ACTTATGGAAGGAATTCGATAGATGGTGTGTCAACCATCCGGAGATTTTGGGACAAAAGA 

AAGCAATCTCCAACAACAATTGTAATACTAAAAGTATTAGTATTAATGCAGCCAAAAATA 

CGAAGGATTTGGACGAAATAGTTAGAATATTGGAAGTTTCAATCCCAACTGAAGAGGCAG 

GCTCTGTTCCAGAGATATACTCTCTTTTAAAAAGGACAACGGATATATTAATACAATTGC 

ACAAAAAGTGTACTTCCCCTGAAGATATGGAATCTGTCTTAACAAAACCATATGACTCAC 

ACACCGATATTAGAGCGTTTTTGCAAGAGAAATCTAAGATTTTGTACATGAACAATTTAC 

CGCCCGAGACAACTCAAAGTGAGTTGGAATCATGGTTTACCCAATATGGTGTTAGACCAG 

TTGGGTTTTGGACTGTCAAAAACATCGTAGAAGATACGTCTAACGTTAATAATAACTGGA 

GTCTAAATAACAGTCCCTATGTGGAAGATCAAGATAGTATCTCAGGATTTGTTGTCTTCC 

AAACACATGAAGAAGCAACTGAAGTACTAGCGTTGAATGGGAGATCAATCCTATCTAATC 

TGGCAAACACTAAGCAACCAAGGGTGGTGGAACATGTCCTTGAGCTTCAACCTTCTTCCA . 

CCGGAGTACTCGATAAGGCTCAAGAAATTTTATCGCCTTTCCCTCAAAGTAAAAACAAAC 

CAAGACCAGGTGACTGGAATTGCCCATCTTGTGGTTTTTCAAACTTTCAAAGACGTACTG 

CATGTTTTAGATGTTCTTTTCCGGCACCATCAAATAGTCAAATACATACTGCGAACTCAA 

ACAATAATGTTAACAGTAGTAGAAATAATTTAAACAATCGCGTGAACTCGGGATCTTCAA. 

GCAATATTAGTAACACTGCAGCGAATCACCCCTATGGTGCCCCTGAGTTCAACATGATTG 

CTAACAACACGCCAGCAGCTTTAACATACAATAGAGCTCATTTTCCTGCAATTACGCCAT 

TGTCGCGACAAAATTCATTGAACATGGCACCATCGAACAGTGGGTCGCCGATAATTATAG 

CGGATCATTTTTCGGGAAATAATAATATAGCCCCAAATTATCGTTATAATAATAATATTA 

ACAATAACAACAATAATATTAACAATATGACCAATAATAGATATAACATTAATAACAACA 

TCAACGGTAATGGGAATGGTAATGGGAACAACAGTAATAACAATAACAATCATAATAACA 

ATCATAATAACAATCATCATAATGGTAGTATCAATAGTAATAGTAATACCAATAATAATA 

ATAATAATAACAATGGTAACAATAGTAATAATTGTAATTCCAATATCGGTATGGGAGGAT 

GTGGCTCCAACATGCCATTTAGAGCAGGAGATTGGAAGTGTTCCACGTGCACGTATCATA 

ACTTTGCTAAAAACGTAGTGTGCTTACGCTGTGGTGGTCCAAAATCAATAAGCGGCGATG 

CAAGTGAAACCAATCATTACATAGATTCATCAACATTTGGACCAGCGTCGCGTACTCCCA . 

GTAATAACAATATTTCTGTTAATACTAATGGTGGTAGCAATGCTGGTCGCACCGATGGGA 

ACGATAACAAAGGTCGTGATATTAGTTTGATGGAATTTATGTCACCACCGTTATCGATGG 

CAACAAAGTCAATGAAGGAGGGAGATGGGAATGGTAGCTCGTTTAACGAGTTCAAAAGTG 

ACAAAGCTAACGTTAATTTTTCCAATGTTGGTGATAATAGCGCTTTCGGTAATGGTTTTA 

ATAGTTCAATACGTTGGTAG 

YDL167C, 719 aa (SEQ ID NO 46) 

MHYWLELQVAHLPDTPKDQCRIANIAFQIVNAETLVCHYGTNSLPSIEVNGTTKSLESA 
MVQLDKDIHDVIGNDDFVLVSLYSTWHIRVTLPRQARDDGFILTSYLQHPKVFDLWKEFD 
RWCVNHPEILGQKKAISNNNCNTKSISINAAKNTKDLDEIVRILEVSIPTEEAGSVPEIY 
SLLKRTTDILIQLHKKCTSPEDMESVLTKPYDSHTDIRAFLQEKSKILYMNNLPPDTTQS 
ELESWFTQYGVRPVGFWTVKNIVEDTSNVmJNWSLNNSPYVEDQ^ 

EVLALNGRSILSNLANTKQPRWEHVLELQPSSTGVLDKAQEILSPFPQSKNKPRPGDWN 
CPSCGFSNFQRRTACFRCSFPAPSNSQIHTANSNNNVNSSRNNLNNRVNSGSSSNISNTA 
ANHPYGAPEFNMIANNTPAALTYNRAHFPAITPLSRQNSLNMAPSNSGSPIIIADHFSGN 
NNIAPNYRYNNNINNNNNNINNMTNNRYNINNNINGNGNGNGNN 

NGSINSNSNTNNNNNNNNGNNSNNCNSNIGMGGCGSNMPFRAGDWKCSTCTYHNFAKm 
CLRCGGPKS I SGDASETNHYIDSSTFGPASRTPSNNNI SVNTNGGSNAGRTDGNDNKGRD 
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ISLMEFMSPPLSMATKSMKEGDGNGSSFNEFKSDKANVNFSNVGDNSAFGNGFNSSIRW 

YDL184C, 578 bp, CDS: 501-578 (SEQ ID NO 47) 

AACAAGAAAACCCTTCCGTTGATCTTAGATTTCTTAGAGGTTCATGAACTAGAAAGCGAC 
TTGAACAAAGTCATCCTTCAAGAATCGAAATCTCAAGAGAAAAACAAAATTTAATGTAGA 
TTGTCCACTATCTCATGTAAATATACATAACAGGTATTCCTGAGCGTTCGAAAATTAGAC 
TGTACTTTTCTGATGCGCTCCCGTACACCTTTGACATATACAAACATCCGCACATTTTAT 
AGCTTTCTTTCTAGAATTTTTTCCACGCGCTCTCGATCAATGAACTCTTAAAAGTAACTG 
ACCCCTAACTTTTTCCCAGGCAAGGCTGGCCTCATTACCCTACCCGAAAGTTTCACTTTA 
CCCCATGGCAGATGGACGATATTTTAAC7VAGACGAAACTGACCTCGTCTTCTATAAAACT 
GGACTTCTAAGCAACTCTCATTTATCTTATATCCGTTCCATTTTGTACTAAAAGAACCAG 
ACCACATCGATTCAATCGAAATGAGAGCCAAGTGGAGAAAGAAGAGAACTAGAAGACTTA 
AGAGAAAGAGACGGAAGGTGAGAGCCAGATCCAAATAA 

YDL184C, 2 5 aa (SEQ ID NO 48) 
MRAKWRKKRTRRLKRKRRKVRARSK 

YDL191W, 1354 bp, exonl : 501-503, intronl : 504-994, exon2 : 
995-1354 (SEQ ID NO 49) 

TATTGACGTTTCGCTCTCAGGTCCACCGTGTTCTCAAAAGATACTTTTAAAACCTAAAAC 
ACACGAAATCATATTATGATAATTCAGAATGATAGTGTGGTACTGTGTCAATTGACTGTT 
CAAGACTGAAGAGGATCTTTGATTTGTTGTTACTCAAGAAATAATCTTCACGAAAACTTT 
CTCAATCTGGGGACTGTATTAATCTCAGACCCATACATATCTACACCCATAACTTTTTAC 
ATTTAATTTTTTATCACATAATAGGTAGCTTAAATTGTAAAGTCGCAAAAAAAAATGGCA 
GCGCAGCCTCTCCGGGTGAACCCCACGACAACTTACCTGGCACTCCATGCACTAACGGGC 
GGGTTTGGGCAGGATTCCAGCATCAATTTTGCAAAATTCACACCTGAGTAATTCATATAT 
GTAATATAATGTTAAGCATACGCTGTCGATTAGCACTATTATTGACCGTAGAATAGGTAC 
AGTGAGACAGTATATTCGAAATGGTATGTTTGAGATGAACAAAATAATAAAGACTGACAA 
CTGCAGAACAGAGAGGATCATAGCAACCTAGTGCAAGAAAGAGCCTCGAAGCGTTAAACT 
TTTGGAACGTAATTCATCCGTTGGCTATGTCTATTCAATACAGTTAGAATACGAAAGCTG 
TAATCAAGTATATCGGATTATTCGCAAGCAAAGAATCAAGGAAAAGAAAGTGAAAATAGC 
ATACATCTTTAAATTCAGAGGTTTTGCTGAATTTTAATAGGGAAGTTTACGTTATGATTG 
TTGGCCGTAGATCGCCTAGCGTTTGACCAAATTTAATTCTCCTAATTTTTTTATTGTAAA 
AAAGCCTTCCAACGAAATAAATTAGTTATTGGTTTTTTTTCTCTGTTACGAGGGATATAT 
GATGCCTGTGCTTGTTAGTTCATTATAAGTGCTAATAAAATACTAACGTTAATAAAAATT 
TGGAATATTATTTCATTTTTTATCCTATTAATAGGCCGGTGTTAAAGCTTACGAACTAAG 
AACCAAATCCAAGGAACAATTGGCTTCTCAATTGGTTGACTTGAAAAAGGAGTTGGCTGA 
ATTGAAGGTCCAAAAGTTGTCCAGACCATCTTTGCCAAAGATCAAGACCGTCAGAAAGAG 
TATCGCCTGTGTCTTGACCGTCATCAACGAACAACAAAGAGAAGCTGTTAGACAATTATA 
CAAGGGTAAGAAGTACCAACCAAAGGACTTGAGAGCCAAGAAGACCAGAGCTTTGAGAAG 
AGCTTTGACCAAATTCGAAGCTTCCCAAGTTACCGAAAAGCAAAGAAAGAAGCAAATCGC 
TTTCCCACAAAGAAAGTACGCTATTAAGGCTTAA 

YDL191W, 120 aa (SEQ ID NO 50) 

MAGVKAYELRTKSKEQLASQLVDLKKELAELKVQKLSRPSLPKIKTVRKSIACVLTVINE 
QQREAVRQLYKGKKYQPKDLRAKKTRALRRALTKFEASQVTEKQRKKQIAFPQRKYAIKA 

YDR103W, 3254 bp, CDS: 501-3254 (SEQ ID NO 51) 

ATCAAGTTTCCTTTAAAGGGATATATAAGAGATTCTAAAACTGACAGAAATATTTCGAGT 
GAAGAAGAAGCGTTAAATATTGGATCTTTCCGCAGTTCTACTCTGATACATTTTTGAAGT 
AGGAGAGTCATTTAGAAGGCGTATTGCTCAATAGTAGAAAGCAGGCCTGTGCACATGAAT 
TAATTAAAAAATATAAAGGTAGTGATTAGACGACACATGTCCATAGGTAACCTGTCATAA 
TTTTGAACAATTTCCCTTCTTTTCTTTTTTTTTTTTGGGTGCGGCGATATGTAGCTTGTT 
AATTTACACATCATGTACTTTTCTGCATCAAAATATGAAAGGCGATAGTAGCTAAAGAAA 
ATACCGAGAATTTCCTCGAAAAGTTGACGACAAAAGAAAGGCATAAAAAAGTAATTTGAA 
AATATTTTAAAACTGTTTTAACCCATCTAGCATCCGCGCTAAAAAAGGAAGATACAGGAT 
ACAGCGGAAACAACTTTTAAATGATGGAAACTCCTACAGACAATATAGTTTCCCCTTTTC 
ACAATTTTGGTAGCTCGACACAATATAGTGGTACCTTGTCGAGAACTCCCAACCAAATAA 
TAGAGCTAGAGAAGCCCAGTACTCTATCCCCATTGTCAAGAGGAAAAAAATGGACGGAT^ 
AGTTAGCCAGGTTCCAAAGAAGTAGTGCTAAAAAGAAAAGATTCTCACCTTCTCCTATTT 
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CCTCCTCTACATTTTCGTTCTCACCCAAATCTAGGGTCACTTCTTCAAACTCTTCTGGCA 
ATGAAGACGGTAACCTAATGAATACACCTTCTACGGTTTCCACTGATTATTTGCCACAAC 
ACCCTCACAGAACATCGTCTTTGCCAAGACCTAATTCCAATCTCTTTCACGCAAGTAATA 
GTAACCTATCCCGAGCAAATGAGCCCCCAAGGGCCGAAAATTTATCAGATAATATACCAC 
CCAAGGTCGCTCCATTTGGCTATCCAATACAAAGAACCTCTATTAAAAAATCCTTTTTGA 
ATGCTTCTTGTACGTTATGTGACGAGCCTATTTCTAACAGAAGAAAGGGAGAGAAAATTA 
TAGAGCTTGCATGTGGCCACTTAAGTCACCAAGAATGTCTTATTATCTCTTTTGGCACCA 
CTTCAAAGGCAGACGTTCGTGCGCTATTTCCTTTTTGTACCAAATGTAAAAAAGATACTA 
ACAAAGCCGTTCAATGCATTCCAGAAAATGATGAACTAAAGGATATTCTAATTTCTGATT 
TTTTGATTCATAAGATTCCTGATTCTGAGTTATCAATCACACCTCAGTCCCGCTTTCCTC 
CTTATTCACCACTCTTGCCTCCTTTTGGGTTATCCTATACACCTGTTGAAAGACAAACGA 
TATATTCTCAAGCTCCAAGTCTAAACCCAAATCTCATATTGGCTGCACCCCCCAAGGAAA 
GAAACCAAATTCCACAAAAAAAATCAAACTATACATTTTTACATTCACCCCTGGGGCACA 
GAAGAATTCCGTCCGGAGCAAACTCTATCTTAGCAGACACCTCTGTAGCGTTGTCAGCTA 
ATGATTCTATTTCTGCTGTTTCCAATTCGGTAAGAGCAAAGGATGACGAAACCAAAACAA 
CGTTGCCGCTGTTAAGGTCATATTTTATTCAAATTCTTTTGAACAATTTCCAGGAAGAAT 
TGCAGGATTGGAGAATAGACGGGGACTATGGATTACTAAGGTTGGTAGACAAATTGATGA 
TTTCCAAAGATGGTCAGAGATATATACAATGCTGGTGTTTCTTATTTGAAGACGCATTTG 
TAATAGCAGAAGTGGATAACGATGTTGATGTTTTGGAAATTAGACTAAAGAATTTAGAAG 
TATTTACACCTATTGCCAACTTGAGAATGACTACACTCGAAGCTTCAGTACTCAAATGCA 
CCTTAAATAAACAACATTGCGCCGATTTATCAGATCTTTACATTGTTCAGAATATAAATT 
CTGACGAAAGCACAACTGTACAGAAATGGATATCAGGTATATTGAATCAGGATTTTGTAT 
TCAATGAGGACAATATCACTTCGACCCTGCCTATTCTTCCCATTATAAAGAACTTTTCAA 
AAGATGTTGGTAATGGT AGGC ACGAGACGAGTACCTTTCTAGGTTTAATCAATCCTAACA 
AAGTTGTTGAAGTTGGAAATGTGCACGATAATGATACTGTAATCATAAGGAGGGGATTCA 
CCTTAAATTCAGGAGAATGTTCTAGGCAGAGTACTGTCGACAGTATACAATCTGTTCTAA 
CCACGATAAGCTCAATTCTTTCCCTTAAACGAGAAAAACCTGATAATTTGGCAATAATCT 
TAG AGATCG ATTTTACGAAATTGAAGGAAGAAGAC AGTTT AATTGTTGTTTAT AAC AGTC 
TAAAAGCTTTAACCATTAAATTTGCGCGTTTGCAGTTTTGTTTCGTTGATCGAAATAATT 
ATGTTCTGGACTATGGATCGGTATTACACAAGATAGATTCACTAGATTCCATCTCAAATC 
TCAAATCAAAGAGTTCCTCGACACAATTTTCACCTATTTGGTTGAAAAATACTCTATATC 
CCGAAAATATTCATGAACATTTGGGTATTGTTGCTGTATCAAATAGTAATATGGAAGCAA 
AAAAATCCATACTATTTCAAGATTACAGATGCTTTACAAGTTTTGGAAGAAGAAGGCCCA 
ATGAATTGAAGATTAAGGTGGGCTATTTGAACGTTGACTACAGTGATAAAATTGATGAAC 
TAGTCGAGGCCAGCTCCTGGACTTTTGTTTTAGAAACTCTTTGCTACAGTTTCGGTCTAA 
GTTTTGATGAACATGATGACGATGACGAAGAGGATAATGATGATTCGACCGATAATGAAC 
TTGATAATAGTTCAGGATCACTGTCGGATGCTGAATCTACAACTACTATTCATATTGATT 
CTCCATTTGATAATGAAAATGCTACCGCAAATATGGTGAATGACAGAAACCTTCTCACTG 
AGGGTGAACATAGCAATATAGAAAACTTAGAAACTGTCGCTTCTTCAGTACAGCCAGCTC 
TGATTCCTAATATTAGATTTTCACTTCATTCTGAGGAGGAAGGTACTAATGAAAATGAAA 
ATGAAAATGATATGCCAGTATTATTACTTAGTGATATGGATAAAGGAATCGATGGCATAA 
CCAGACGCAGTTCATTCTCGAGTCTTATAGAGAGCGGTAATAACAACTGTCCCCTCCATA 

TGGATTATATATAG 

YDR103W, 917 aa (SEQ ID NO 52) 

MMETPTDNIVSPFHNFGSSTQYSGTLSRTPNQIIELEKPSTLSPLSRGKKWTEKLARFQR 
SSAKKKRFSPSPISSSTFSFSPKSRVTSSNSSGNEDGNLMNTPSTVSTDYLPQHPHRTSS 
LPRPNSNLFHASNSNLSRANEPPRAENLSDNIPPKVAPFGYPIQRTSIKKSFLNASCTLC 
DEPISNRRKGEKIIELACGHLSHQECLIISFGTTSKADVRALFPFCTKCKKDTNKAVQCI 
PENDELKDILISDFLIHKIPDSELSITPQSRFPPYSPLLPPFGLSYTPVERQTIYSQAPS 
LNPNLILAAPPKERNQIPQKKSNYTFLHSPLGHRRIPSGANSILADTSVALSANDSISAV 
SNSVRAKDDETKTTLPLLRSYFIQILLNNFQEELQDWRIDGDYGLLRLVDKLMISKDGQR 
YIQCWCFLFEDAFVIAEVDNDVDVLEIRLKNLEVFTPIANLRMTTLEASVLKCTLNKQHC 
ADLSDLYIVQNINSDESTTVQKWISGILNQDFVFNEDNITSTLPILPIIKNFSKDVGNGR 
HETSTFLGLINPNKWEVGNVHDNDTVIIRRGFTLNSGECSRQSTVDSIQSVLTTISSIL 
SLKREKPDNLAIILQIDFTKLKEEDSLIWYNSLKALTIKFARLQFCFVDRNNYVLDYGS 
VLHKIDSLDSISNLKSKSSSTQFSPIWLKNTLYPENIHEHLGIVAVSNSNMEAKKSILFQ 
DYRCFTSFGRRRPNELKIKVGYLNVDYSDKIDELVEASSWTFVLETLCYSFGLSFDEHDD 
DDEEDNDDSTDNELDNSSGSLSDAESTTTIHIDSPFDNENATANMVNDRNLLTEGEHSNI 
ENLETVASSVQPALIPNIRFSLHSEEEGTNENENENDMPVLLLSDMDKGIDGITRRSSFS 
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SLIESGNNNCPLHMDYI 

YDR238C, 3422 bp, CDS: 501-3422 (SEQ ID NO 53) 

CCGTGTCAAGATCTAACACGGTAGTCAGCTACTACACAAGGTCTCAGAACAGAATGAGAA 

GTGGAACACTGGATAATGATTACGTGAACAGACAAAAGCTTCCTACACATATCTCTCTTC 

AAGATTATCGTGATGCTAATGCTAGAAGTAATATATCGCGTCAGGACTCTGTCTCCACAA 

CGAACTCTGATGTGGTAGACCTCAGCTATTCTCTGGGGCATGGCTTGCGTGTGGCAAACC 

CTGATTCAGACCCAGAATGATATCCTTCTCTGTAGTTTTGTAGATGTCATATATGTACGT 

TTATGGAACAGCATTTTAGAAAAGTATTACCCAGCTTATCACTTCGTTTTTTTTTTCTTT 

CCGTGTACTCGCTACACGTAGAAAGAAATCAGAAAACAACAGCTCGACAAGTGAAATTTG 

ACGTTCATTAAGACTCAGTTAAGATTGCCTTGAGAATAAACAAAAGTAATCACAGTTAAC 

TATTGAACAAGAGTGCACCTATGACTTCACTTTCTTCACAGCCAGCGTACACGTTGGTTT 

TCGATCCTTCTCCGAGTATGGAGACTTACTCGAGTACCGATTTTCAGAAAGCTCTTGAAA 

AGGGATCTGATGAACAAAAAATTGACACGATGAAATCAATTTTAGTTACAATGCTGGAAG 

GAAATCCAATGCCTGAATTGTTGATGCACATAATAAGATTTGTCATGCCTTCTAAAAATA 

AGGAATTAAAAAAGCTTTTGTACTTCTACTGGGAAATTGTTCCCAAACTAGCTGAAGATG 

GAAAATTGAGACATGAAATGATTCTTGTCTGTAATGCCATTCAACACGATTTGCAACATC 

CTAATGAATATATTAGAGGTAACACATTAAGGTTTTTAACGAAATTGAGAGAGGCCGAAC 

TCTTAGAACAGATGGTTCCCTCTGTCTTAGCGTGCTTGGAATACCGTCATGCATATGTTC 

GTAAGTATGCAATCCTAGCAGTTTTCTCCATTTTCAAGGTCAGCGAACATTTACTTCCCG 

ATGCTAAAGAAATCATCAATTCGTTCATAGTAGCTGAAACTGATCCAATATGTAAAAGAA 

ATGCATTTATTGGGTTAGCTGAATTAGATCGTGAAAATGCCTTACACTATTTAGAGAACA 

ATATTGCTGATATAGAAAACCTAGACCCTTTATTACAAGCTGTCTTTGTTCAATTTATCA 

GACAAGATGCAAACAGGACCCCTGCTTTGAAAGCCCAATATATCGAATTATTGATGGAAC 

TGCTTTCGACCACGACTTCCGATGAAGTCATCTTCGAGACCGCATTAGCCCTAACTGTGT 

TGTCTGCCAATCCAAATGTCTTGGTTCCTGCGGTTAACAAATTGATTGACTTGGCCGTCA • 

AGGTTTCTGATAATAACATTAAGTTAATTGTTCTAGACCGTATTCAAGACATCAATGCTA ■ 

ATAACGTAGGTGCTTTGGAAGAGTTAACCCTGGATATTTTGAGAGTCTTGAATGCAGAAG 

ATTTAGACGTTCGTTCAAAGGCGCTTGATATTTCAATGGACTTGGCCACATCGAGAAATG 

CTGAAGATGTTGTTCAGCTTTTGAAGAAAGAGCTGCAAACAACCGTAAATAACCCAGATC 

AAGACAAGGCAATGCAGTACAGACAATTGTTAATAAAAACTATTCGTACCGTGGCTGTAA 

ACTTTGTAGAAATGGCAGCAAGTGTTGTTTCGCTATTATTAGATTTCATCGGTGATTTAA 

ACTCGGTTGCCGCCAGTGGTATCATTGCCTTTATCAAAGAAGTGATCGAAAAATACCCAC 

AACTTAGAGCCAATATCCTTGAAAACATGGTTCAAACGCTAGACAAAGTGAGATCTGCTA 

AAGCTTACCGCGGTGCATTATGGATTATGGGTGAGTATGCTGAAGGAGAAAGTGAGATAC 

AACATTGTTGGAAGCACATTCGTAACAGCGTAGGTGAAGTTCCTATCCTTCAATCAGAAA 

TCAAAAAGTTAACACAAAACCAAGAACACACCGAAGAAAATGAGGTTGACGCTACCGCCA 

AGCCAACTGGTCCAGTTATTCTACCAGACGGTACGTATGCCACTGAAAGCGCTTTCGATG 

TGAAGACTTCTCAAAAGTCAGTTACCGATGAAGAACGTGATTCTAGACCTCCAATTCGCC 

GGTTTGTTTTAAGTGGTGATTTCTACACAGCTGCCATTCTGGCCAACACCATCATTAAAC 

TTGTTTTAAAATTCGAAAACGTTTCCAAGAACAAAACTGTCATCAATGCTCTAAAGGCGG 

AAGCTTTACTAATTTTAGTTAGTATTGTAAGAGTGGGTCAAAGCTCTTTGGTGGAGAAAA 

AAATTGATGAAGATTCTTTAGAGAGAGTTATGACATCTATTTCTATTTTATTGGATGAAG 

TTAATCCTGAGGAAAAGAAGGAAGAAGTTAAACTTCTGGAGGTTGCATTCCTGGACACCA 

CCAAATCCTCATTCAAGAGACAAATTGAAATTGCAAAGAAGAACAAGCATAAGAGAGCAT 

TAAAAGACAGTTGCAAAAACATCGAACCAATTGATACGCCGATTTCTTTCAGGCAATTTG 

CTGGTGTGGATTCTACTAATGTGCAAAAAGATAGTATTGAAGAAGATTTACAACTGGCAA 

TGAAAGGAGATGCAATCCACGCTACTAGCAGCTCTAGTATTTCGAAGCTGAAGAAGATAG 

TACCTTTATGTGGCTTTTCTGATCCAGTTTACGCCGAGGCTTGTATTACAAACAATCAAT 

TTGACGTCGTATTAGATGTTCTTCTTGTTAATCAAACGAAAGAAACATTGAAAAACCTAC 

ATGTGCAATTTGCAACTCTTGGTGATTTGAAGATTATTGACACACCACAGAAGACCAACG 

TGATTCCTCATGGCTTCCACAAATTCACTGTTACTGTCAAAGTTTCCTCTGCTGACACAG 

GTGTCATTTTCGGTAATATTATTTATGATGGTGCGCATGGTGAAGATGCTCGTTATGTTA 

TTTTAAACGACGTTCATGTTGACATTATGGATTATATCAAACCAGCCACTGCTGACGATG 

AACATTTCCGTACCATGTGGAATGCATTTGAGTGGGAGAACAAAATATCGGTCAAATCAC 

AACTACCAACATTGCATGCTTATTTGAGAGAACTGGTCAAGGGAACTAATATGGGTATTC 

TAACACCATCAGAGTCGTTGGGAGAAGATGATTGTAGGTTCTTAAGTTGTAATCTGTATG 

CGAAGTCGTCCTTTGGTGAAGATGCCCTAGCCAACTTGTGTATCGAAAAGGATTCCAAAA 

CCAATGATGTCATAGGTTATGTTCGTATCCGATCAAAGGGACAAGGTTTGGCTCTGTCCC 

TAGGTGACAGAGTGGCATTGATTGCTAAGAAGACCAATAAACTTGCTCTCACTCATGTTT 
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GA 

YDR238C, 973 aa (SEQ ID NO 54) 

MTSLSSQPAYTLVFDPSPSMETYSSTDFQKALEKGSDEQKIDTMKSILVTMLEGNPMPEL 

LMHIIRFVMPSKNKELKKLLYFYWEIVPKLAEDGKLRHEMILVCNAIQHDLQHPNEYIRG 

NTLRFLTKLREAELLEQMVPSVLACLEYRHAYVRKYAILAVFSIFKVSEHLLPDAKEIIN 

SFIVAETDPICKRNAFIGLAELDRENALHYLENNIADIENLDPLLQAVFVQFIRQDANRT 

PALKAQYIELLMELLSTTTSDEVIFETALALTVLSANPNVLVPAVNKLIDLAVKVSDNNI 

KLIVLDRIQDINANNVGALEELTLDILRVLNAEDLDVRSKALDISMDLATSRWAEDWQL 

LKKELQTTVITOPDQDKAMQYRQLLIKTIRTVAVNFVEMAASWSLLLDFIGDLNSVAASG 

IIAFIKEVIEKYPQLRANILENMVQTLDKVRSAKAYRGALWIMGEYAEGESEIQHCWKHI 

RNSVGEVPILQSEIKKLTQNQEHTEENEVDATAKPTGPVILPDGTYATESAFDVKTSQKS 

VTDEERDSRPPIRRFVLSGDFYTAAILANTIIKLVLKFENVSKNKTVINALKAEALLILV 

SIVRVGQSSLVEKKIDEDSLERVMTSISILLDEVNPEEKKEEVKLLEVAFLDTTKSSFKR 

QIEIAKKNKHKRALKDSCKNIEPIDTPISFRQFAGVDSTNVQKDSIEEDLQLAMKGDAIH 

ATSSSSlSKLKKIVPLCGFSDPVYAEACITNNQFDWLDVLLVNQTKETLKNLHVQFATIi 

GDLKI IDTPQKTNVI PHGFHKFTVTVKVS SADTGVIFGNI I YDGAHGEDARYVILNDVHV 

DIMDYIKPATADDEHFRTMVTOAFEWENKISVKSQLPTLHAYLRELVKGTNMGILTPSESL , 

GEDDCRFLSCNLYAKSSFGEDALANLCIEKDSKTNDVIGYVRIRSKGQGLALSLGDRVAL 

lAKKTNKLALTHV 

YDR259C, 1652 bp, CDS: 501-1652 (SEQ ID NO 55) 

AAACTTTGTTCAAGATTATGCTTTCTTTGTAATTTTAAACATAGTCTTGCACTTATTTTT 

ACTGCATGTGGATAAAAGTTTTTCGAATCGTTTGCAGGCAAATGTAAACTATTACTTTTT 

AATGATTTCTGATACTCTTTGATTCCATTCTGTCATACTTTTTTCTGCATTTGAAACGCT 

AATTAAGTATTTCTTGGCCCTGCTTCTTTTCCTTTTGATTTCTTTTTTTATTCTCAAGTT • 

TTTAATTTCTGGAGAATCTCTTTTTTTGTTTATTTTGTTAACACAGTTAGTGGAGCCTTG 

TAGTATCGAGAGTAGACTATCTTTGGAAAGGAATGCGAGTTGAGAGATTGTGGAGTGTAC 

TACAGAACCAATATTAAACACAATCTTTCCTCAAACTGTAACACCGAGTTTTTTTCCCCA 

CCAATCGTGAATCCGATAGCATATACTTTTGTCTAGAAATTTCAATAAACAACAGAATAA 

CGAAGAGTGCTAAGGGACAAATGCAAAACCCTCCGTTGATTCGTCCCGATATGTATAATC 

AGGGAAGCAGCTCAATGGCTACTTATAATGCCTCTGAGAAGAATCTAAATGAGCATCCTT 

CTCCGCAAATTGCACAGCCCAGCACGTCCCAAAAGTTACCTTATAGAATAAATCCTACAA 

CCACTAATGGGGACACCGACATATCTGTTAACAGCAATCCTATCCAGCCTCCTTTGCCAA 

ACTTGATGCATCTATCTGGTCCGTCTGACTATAGATCGATGCATCAAAGTCCTATACATC 

CATCTTATATCATCCCTCCGCATTCT^AATGAAAGAAAACAATCAGCTTCTTACAACAGAC 

CTCAAAATGCTCATGTTAGTATTCAACCTTCCGTGGTATTCCCCCCTAAAAGTTATTCCA 

TATCTTATGCACCTTATCAAATAAATCCCCCTTTACCAAATGGACTTCCGAACCAGAGCA 

TATCTTTGAATAAGGAGTATATTGCAGAGGAGCAACTATCAACCCTCCCATCTCGCAATA 

CCAGTGTTACTACTGCACCTCCTTCTTTTCAAAACAGTGCTGATACCGCTAAAAATTCAG 

CTGATAATAATGATAATAATGATAATGTAACCAAACCTGTTCCTGATAAAGACACCCAAC 

TCATAAGTAGTTCAGGCAAAACTTTAAGAAATACTAGAAGAGCTGCTCAAAATAGAACCG 

CTCAAAAGGCATTTAGACAAAGGAAAGAAAAATACATCAAGAATCTCGAACAAAAATCAA 

AGATATTTGACGATTTACTAGCAGAAAATAATAACTTCAAATCATTAAACGATTCATTAA 

GAAATGACAACAACATTTTAATAGCTCAGCATGAAGCTATAAGGAATGCAATTACTATGT 

TAAGAAGTGAGTATGATGTCTTATGTAACGAAAACAACATGTTGAAGAATGAGAATAGTA 

TAATAAAAAATGAACACAACATGTCAAGAAATGAAAATGAAAACCTAAAACTTGAGAATA 

AACGCTTCCACGCTGAATATATACGAATGATCGAGGATATTGAAAATACTAAAAGAAAGG 

AACAAGAACAACGAGATGAAATAGAGCAACTAAAAAAAAAAATAAGATCCCTGGAGGAAA 

TAGTAGGGAGACACTCGGATAGTGCCACGTAA 

YDR259C, 383 aa (SEQ ID NO 56) 

MQNPPLIRPDMYNQGSSSMATYNASEKNLNEHPSPQIAQPSTSQKLPYRINPTTTNGDTD 
ISVNSNPIQPPLPNLMHLSGPSDYRSMHQSPIHPSYIIPPHSNERKQSASYNRPQNAHVS 
IQPSWFPPKSYSISYAPYQINPPLPNGLPNQSISLNKEYIAEEQLSTLPSRNTSVTTAP 
PSFQNSADTAKNSADNNDNNDNVTKPVPDKDTQLISSSGKTLRNTRRAAQNRTAQKAFRQ 
RKEKYIKNLEQKSKIFDDLLAENNNFKSLNDSLRNDNNILIAQHEAIRNAITMLRSEYDV 
LCNENNMLKNENSIIKNEHNMSRNENENLKLENKRFHAEYIRMIEDIENTKRKEQEQRDE 
lEQLKKKIRSLEEIVGRHSDSAT 
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YDR294C, 2270 bp, CDS: 501-2270 ( SEQ ID NO 57) 

CCGACAGTACGACTTAAAAAACAAAAACAACGTCCAGGTGGAAAAAGCTGCCGCAAATGG 

TACACGGTTTAGATCAACAAGATCCAATACCCCTAATTACACATGAATGTGACGTTTCCT 

AAAAGAAGTAGCCTGTATAATATAGAGAGATTTTATATACTTTCTTAATGAATTAGACTG 

TTTCTACAAGTATTTGACACTGGAAAAAAAGAGAAAGTACATAGAGATTGGCCAAATATT 

TAAATCTACACAGTTGCCTATCGTTTATCGCCTTATTCTTCAGAAACATTTCATCAACTA 

CTCTGGTGCATTATTTCATGTTAGTTACCATATATACCGGCCGGCCGCATCGGGGTTTTT 

TGATTGAAAAAATTGGTATATTTTCAGTACACATATAAATAAAACCCTCAATTTGCCTCT 

CCAACCGTTATAACTATTCCAGATCCTCTTTACCGAGCAAGTAGGCTAGCTTCTGTAAAG 

GGATTTTTCCATCTAATACAATGAGTGGAGTATCAAATAAAACAGTATCAATTAATGGTT 

GGTATGGCATGCCAATTCATTTACTAAGGGAAGAAGGCGACTTTGCCCAGTTTATGATTC 

TAACCATCAACGAATTAAAAATAGCCATACATGGTTACCTCAGAAATACCCCATGGTACA 

ACATGTTGAAGGATTATTTGTTTGTGATCTTTTGTTACAAGCTAATAAGTAATTTTTTTT 

ATCTGTTGAAAGTTTATGGGCCGGTGAGGTTAGCAGTGAGAACATACGAGCATAGTTCCA 

GAAGATTGTTTCGTTGGTTATTGGACTCACCATTTTTGAGGGGTACCGTAGAAAAGGAAG 

TCACAAAGGTCAAACAATCGATCGAAGACGAACTAATTAGATCGGACTCTCAGTTAATGA 

ATTTCCCACAGTTGCCATCCAATGGGATACCTCAGGATGATGTTATTGAAGAGCTAAATA 

AATTGAACGACTTGATACCACATACCCAATGGAAGGAAGGAAAGGTCTCTGGTGCCGTTT 

ACCACGGTGGTGATGATTTGATCCACTTACAAACAATCGCATACGAAAAATATTGCGTTG 

CCAATCAATTACATCCCGATGTCTTTCCTGCCGTACGTAAAATGGAATCCGAAGTGGTTT 

CTATGGTTTTAAGAATGTTTAATGCCCCTTCTGATACAGGTTGTGGTACCACAACTTCAG 

GTGGTACAGAATCCTTGCTTTTAGCATGTCTGAGCGCTAAAATGTATGCCCTTCATCATC 

GTGGAATCACCGAACCAGAAATAATTGCTCCCGTAACTGCACATGCTGGGTTTGACAAAG 

CTGCTTATTACTTTGGCATGAAGCTACGCCACGTGGAGCTAGATCCAACGACATATCAAG 

TGGACCTGGGAAAAGTGAAAAAATTCATCAATAAGAACACAATTTTACTGGTCGGTTCCG 

CTCCAAACTTTCCTCATGGTATTGCCGATGATATTGAAGGATTGGGTAAAATAGCACAAA 

AATATAAACTTCCTTTACACGTCGACAGTTGTCTAGGTTCCTTTATTGTTTCATTTATGG 

AAAAGGCTGGTTACAAAAATCTGCCATTACTTGACTTTAGAGTCCCGGGAGTCACCTCAA 

TATCATGTGACACTCATAAATATGGATTTGCACCAAAAGGCTCGTCAGTTATAATGTATA 

GAAACAGCGACTTACGAATGCATCAGTATTACGTAAATCCTGCTTGGACTGGCGGGTTAT 

ATGGCTCTCCTACATTAGCAGGGTCCAGGCCTGGTGCTATTGTCGTAGGTTGTTGGGCCA 

CTATGGTCAACATGGGTGAAAATGGGTACATTGAGTCGTGCCAAGAAATAGTCGGTGCAG 

CAATGAAGTTTAAAAAATACATCCAGGAAAACATTCCAGACCTGAATATAATGGGCAACC 

CTAGATATTCAGTCATTTCATTTTCTTCAAAGACCTTGAACATACACGAACTATCTGACA 

GGTTGTCCAAGAAAGGCTGGCATTTCAATGCCCTAGAAAAGCCGGTTGCACTACACATGG 

CCTTCACGAGATTGAGCGCTCATGTTGTGGATGAGATCTGCGACATTTTACGTACTACCG 

TGCAAGAGTTGAAGAGCGAATCAAATTCTAAACCATCCGCAGACGGAACTAGCGCTCTAT 

ATGGTGTCGCCGGGAGCGTTAAAACTGCTGGCGTTGCAGACAAATTGATTGTGGGATTCC 

TAGACGCATTATACAAGTTGGGTCCAGGAGAGGATACCGCCACCAAGTAG 

YDR294C, 589 aa (SEQ ID NO 58) 

MSGVSNKTVS INGWYGMP I HLLREEGDF AQFMI LTINELKI AIHGYLRNTPWYNMLKDYL 
FVIFCYKLISNFFYLLKWGPVRLAVRTYEHSSRRLFRWLLDSPFLRGTVEKEVTKVKQS 
lEDELIRSDSQLMNFPQLPSNGIPQDDVIEELNKLNDLIPHTQWKEGKVSGAVYHGGDDL 
IHLQTIAYEKYCVANQLHPDVFPAVRKMESEWSMVLRMFNAPSDTGCGTTTSGGTESLL 
LACLSAKMYALHHRGITEPEIIAPVTAHAGFDKAAYYFGMKLRHVELDPTTYQVDLGKVK 
KFINKNTILLVGSAPNFPHGIADDIEGLGKIAQKYKLPLHVDSCLGSFIVSFMEKAGYKN 
LPLLDFRVPGVTSISCDTHKYGFAPKGSSVIMYRNSDLRMHQYYVNPAWTGGLYGSPTLA 
GSRPGAIWGCWATl^lVNMGENGYIESGQEIVGAAMKFKKYIQENI PDLNIMGNPRYSVI S 
FSSKTLNIHELSDRLSKKGWHFNALQKPVALHMAFTRLSAHWDEICDILRTTVQELKSE 
SNSKPSPDGTSALYGVAGSVKTAGVADKLIVGFLDALYKLGPGEDTATK 

YDR430C, 3470 bp, CDS: 501-3470 (SEQ ID NO 59) 

ACGTCATTTTGTTCTTGTGGAGCTGGTGGTTCTTGTGGAGCAGATTCCTGTGGAGCAGAT 
TCCTGTGGAACTTGTGGTTCTTGTGGAGCATCTGGAGCCTGTGGTGGTTCTTGGTGCTGT 
TCTTCGACTGGGGCATCGACAACAGATTCTGGTAGTTGCTCTACGTGAGTTTCTTGAGCT 
TCAGACATTATCCTTATGGTTTTAGCGTAATTGCTTAATTTTGATTCCTTCAAAAGTATA 
TATATTTAGAAGAGAGGAAATTATTTTTCTCATGTCCTTTTTAAATCCCTTTGGGTGGCG 
AAAAAAAAGAATGTAAAAAATTTTGCCCTTCGTTTACAGTGATAAATATACGGAGGGGCT 
CTATGATAAAGGTAGTAGTAAATCATTGAATTGTTGAACAAGCATTGACAGATATGATAA 
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CAAGCAATTGTAATCAATAAGCCACCAATTAGAAGGCTACTCAAAAGAATAAAGTTACTA 

TAAAATATACTGCGGTATATATGTTGCGGTTTCAGCGATTTGCGTCCTCGTATGCCCAAG 

CACAGGCCGTTAGAAAATATCCAGTTGGAGGTATATTCCATGGTTATGAAGTGAGAAGAA 

TTCTACCGGTTCCGGAGCTGAGACTCACTGCGGTAGATTTGGTGCACTCCCAGACAGGAG 

CCGAGCATTTGCATATTGATAGAGACGACAAGAATAATGTGTTCAGCATTGCTTTTAAAA 

CCAACCCTCCAGATTCCACTGGGGTCCCTCATATTCTAGAGCATACAACGTTGTGTGGGT 

CTGTTAAATATCCAGTTAGGGACCCTTTTTTCAAAATGCTAAATAAATCTCTAGCTAATT 

TCATGAACGCTATGACAGGTCCAGATTATACATTTTTTCCCTTTTCCACTACGAACCCTC 

AAGATTTCGCTAATTTAAGAGGTGTTTATTTAGACTCCACCTTGAATCCGCTACTTAAAC 

AAGAAGATTTTGATCAGGAGGGTTGGAGGTTGGAGCATAAAAACATCACAGACCCGGAGA 

GTAACATTGTTTTCAAAGGTGTTGTCTATAACGAAATGAAAGGTCAAATATCAAATGCCA 

ATTACTATTTCTGGAGTAAATTTCAACAGTCTATTTATCCTTCCCTGAATAACTCCGGCG 

GAGATCCTATGAAAATTACAGACTTGAGATACGGCGATCTCTTGGATTTCCATCACAAAA 

ATTACCATCCCTCCAATGCAAAAACTTTCACGTACGGTAACTTGCCATTGGTGGATACGT 

TAAAGCAATTAAATGAGCAGTTCAGTGGTTACGGGAAGAGAGCTCGAAAGGATAAGTTGT 

TAATGCCTATTGATTTAAAAAAAGACATAGATGTCAAGTTACTGGGTCAAATAGATACTA 

TGCTTCCACCGGAGAAGCAGACAAAAGCCTCAATGACGTGGATTTGTGGAGCGCCACAGG ' 

ACACATATGATACCTTTTTGTTAAAAGTACTGGGGAATTTATTAATGGATGGCCATTCTT . 

CTGTAATGTATCAAAAATTAATAGAATCAGGAATTGGTTTGGAGTTCTCCGTAAATTCAG 

GTGTTGAACCAACTACAGCAGTAAATTTGCTAACTGTTGGTATACAGGGCGTGAGTGATA 

TTGAAATATTTAAAGACACTGTAAATAATATTTTTCAAAACCTGTTGGAAACAGAACATC 

CTTTTGACCGCAAGCGTATCGATGCCATAATTGAACAATTGGAATTATCTAAGAAGGATC 

AAAAGGCTGACTTTGGACTTCAATTACTCTATTCTATACTACCTGGTTGGACAAACAAAA 

TCGATCCTTTTGAGAGCTTGTTGTTTGAGGACGTTTTGCAAAGATTTAGAGGTGACTTAG 

AZ\ACGAAAGGTGATACTTTATTCCAAGATTTAATCCGTAAATATATCGTTCATAAACCTT 

GTTTCACGTTTTCCATTCAGGGATCTGAAGAGTTCTCTAAATCTTTGGATGATGAAGAAC 

AAACAAGACTGAGAGAAAAAATTACTGCCTTGGATGAACAAGACAAGAAAAACATCTTTA 

AACGTGGTATACTGTTACAGGAGAAACAAAATGAAAAAGAAGATTTATCCTGTTTACCTA 

CCTTACAAATAAAAGACATCCCAAGAGCTGGTGATAAATATTCT^TCGAACAGAAGAATA 

ATACAATGTCTAGGATTACTGATACCAATGGTATCACATATGTCAGAGGTAAACGTTTAC 

TAAATGACATAATACCCTTTGAACTCTTCCGATACTTACCTTTATTTGCTGAATCGTTAA 

CTAACCTAGGGACAACAACAGAATCCTTCAGTGAAATAGAAGATCAGATAAAATTACATA 

CGGGTGGTATATCAACACATGTAGAGGTTACATCTGACCCTAACAGCACAGAGCCTCGCC 

TGATTTTCGGGTTTGACGGATGGTCTTTAAATTCGAAGACCGACCACATTTTTGAATTCT 

GGTCTAAGATCTTACTAGAAACTGATTTCCATAAAAACAGCGATAAATTGAAAGTTCTTA 

TCCGCTTATTAGCATCTTCAAACACATCTTCTGTAGCAGATGCCGGTCATGCATTTGCAA ■ 

GGGGCTATTCTGCCGCACATTATAGATCAAGTGGAGCTATAAATGAGACCCTCAATGGTA . 

TTGAGCAACTACAATTTATAAATAGATTGCACAGCTTGTTAGACAATGAAGAAACTTTCC 

AAAGAGAAGTTGTCGACAAGCTAACTGAATTGCAAAAGTACATTGTTGATACCAATAACA 

TGAATTTTTTTATCACCTCAGACTCTGATGTTCAAGCGAAAACAGTAGAAAGCCAAATTT 

CAAAATTCATGGAGAGATTACCTCATGGCAGCTGCTTGCCCAATGGACCAAAGACTTCAG 

ATTATCCTCTTATTGGATCCAAATGTAAACATACTTTGATAAAATTTCCTTTCCAGGTCC 

ATTACACATCCCAAGCTTTATTGGGTGTGCCGTATACACATAAGGATGGCTCTGCACTTC 

AAGTTATGTCAAATATGCTAACATTCAAACATTTGCACAGAGAAGTCAGAGAAAAGGGTG 

GTGCTTATGGTGGTGGTGCTTCTTATAGCGCCTTAGCGGGTATTTTCAGTTTCTATTCCT 

ATAGGGATCCTCAGCCTTTGAAGAGTTTAGAAACCTTCAAGAATAGCGGGCGTTATATAC 

TGAACGATGCCAAGTGGGGCGTCACAGACCTTGATGAAGCTAAATTGACAATATTTCAAC 

AAGTAGACGCACCTAAAAGTCCCAAAGGAGAAGGCGTGACGTATTTCATGAGCGGTGTTA 

CAGACGATATGAAACAAGCAAGAAGGGAACAACTCTTAGACGTATCTCTCCTGGACGTTC 

ATAGAGTCGCCGAAAAATATCTACTAAACAAAGAAGGGGTGAGTACGGTCATTGGACCTG 

GAATCGAGGGGAAGACTGTTTCACCAAATTGGGAGGTGAAGGAACTGTAG 

YDR43 0C, 989 aa (SEQ ID NO 60) 

MLRFQRFASSYAQAQAVRKYPVGGIFHGYEVRRILPVPELRLTAVDLVHSQTGAEHLHID 
RDDKNWFSIAFKTNPPDSTGVPHILEHTTLCGSVKYPVRDPFFKMLNKSLANFMNAMTG 
PDYTFFPFSTTNPQDFANLRGVYLDSTLNPLLKQEDFDQEGWRLEHKNITDPESNIVFKG 
VVYNEMKGQI SNAlSnrYFWSKFQQS I YPSLmSGGDPMKITDLRYGDLLDFHHKNYHPSNA 
KTFTYGNLPLVDTLKQLNEQFSGYGKRARKDKLLMPIDLKKDIDVKLLGQIDTMLPPEKQ 
TKASMTWICGAPQDTYDTFLLKVLGNLLMDGHSSVMYQKLIESGIGLEFSVNSGVEPTTA 
VNLLTVGIQGVSDIEIFKDTVNNIFQNLLETEHPFDRKRIDAIIEQLELSKKDQKADFGL 
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QLLYSILPGWTJSTECIDPFESLLFEDVLQRFRGDriETKGDTLFQDLIRKYIVHKPCFTFSIQ 
GSEEFSKSLDDEEQTRLREKITALDEQDKKNIFKRGILLQEKQISrEKEDLSCLPTLQIKDI 
PRAGDKYS IEQKl?IOT?MSRITDTNGITYWGKEU:aLI^ 

ESFSEIEDQIKLHTGGISTHVEVTSDPNTTEPRLIFGFDGWSLNSKTDHIFEFWSKILLE 

TDFHKNSDKLKVLIRLLASSHTSSVADAGHAFARGYSAAHYKSSGAINETI^ 

ISrRLHSLLDNEETFQREVVDKLTELQKY-IVDTNMiy^ 

PHGSCLPNGPKTSDYPLIGSKCKHTLIKFPFQVHYTSQALLGVPYTHKDGSALQVMSWML 
TFKHLHREVREKGGAYGGGASYSAIAGIFSFYSYIODPQPLKSLETFKNSGRYIIOTDAKWG 
VTDLDEAKLTIFQQVDAPKSPKGEGVTYFMSGOTDDMKQARREQLLDVSLLDVH^^ 
LLNKEGVSTVIGPGIEGKTVSPlNlWEVKEL 

YDR438W, 1612 bp, CDS: 500-1612 (SEQ ID NO 61) 

CTTTTCTCAGCACCTGTCCAGAGACATAACATCACAATCACATCGCCCCAGTAAATGCA 

TACGCAAGATAAGATACAAACTGGCTACGGGAACACTACGCCAACGTGATTGGCAATTGT 

GCTCTAATAGTTACTCTATTATTGCTGTTAATTGACAATGTTTAGTGACGTGCAACACAA 

TTCAAGTCACGTGGAAAGGCCTTCACATGGTGATCCATCTTCTACATCTTCATCGGTCCT 

GCATAAAGTCATAATATGGGGCTACTGGAATGTATGCACTTAACAGTACTATTATATGGT 

GAGGCTGTAATGCTTACCGTTTTGTGGCTATTCTCGTATTCTGTAGGCCCCCCCATACAC 

ATTTTTCGGTAACTGCGGCATATAGATGAAAGTTGAAATGAATATTCAAAAGAATATATA 

TAATAATGCAGGAGATCAAGGAAGAATTAGATATGTATAAGAGTGATGGTAGAGGCAAAA 

AATAAAAAGTAAGCAGGAGAATGAATCGTGTTGGTATAGACGTAGATCATATGATAGGGG 

TCCTGCTTCTGGCCGTAGTGGTGGTGTTTTGGGTTGGCGCTTCGTGTTTGACTAATGAAT 

TGCTCGAGACAAACGCGTACAATAAACCTTTCTTCCTTACTTATCTAAACATATC ATCGT 

TTGCTCTTTATTTGACGCCAGATCTATGGAGGATAATCCAATCAAGAAGGAAGAGCTTGC 

AGGAACGGACAGAACGAACATTACCTATTCACACACAAGAATCTTTTTCAGAGTTCCTAC 

CTTTACTATCTTCAACTCCTTCTACTTCTTCAAATTTGTCTTCGATAGCGGACACGAAAG 

TGAAGGATACAATGAGGTTGAGTCTGCTATTTTGCGTCTTGTGGTTCGTGGCAAATTTGG 

CGGCTAACGCTGCTTTGTCGTATACCACAGTGGCTTCGTCAACAATTCTTTCATCGACAT 

CCTCATTTTTTACCTTATTTCTTGCCACTAGTCTAGGAATAGAAACTTTTTCGACAAAAA 

AACTGCTGGGGTTATTTGTGTCTTTGTTTGGAATTATCTTAATTGTGATGCAATCCTCGA 

AGCAACAGGATTCTGTGAGTGCTTCCTCCTTTTTGGTAGGTAACACTTTAGCACTGCTGG 

GGTCATTGGGTTACAGTGTCTATACAACCCTTTTGAAATACGAAATATCATCCAAAGGTC 

TCAGACTAGACATTCAGATGTTTCTTGGTTATGTTGGTATCTTCACGTTTCTGTTGTTTT 

GGCCAATTTTAATAATCCTGGATATAACACATATGGAAACTTTTGAACTACCAAGTAACT 

TCCACATTTCTTTTCTTGTCATGTTAAATTGTATCATTATCTTTGTTAGTGACTATTTTT 

GGTGTAAAGCCCTCATTTTGACATCACCCTTGGTGGTTACCGTTGCCTTAACTTTTACTA 

TCCCGTTAGCCATGTTCGCTGATTTTGTATGGCGAGAGGCATTTTTTACGCCTTGGTATA 

TCATTGGTGTTATTTTCATTTTTGTTTCATTCTTTCTAGTTAACCATCGGGGAGAATCTG 

CTGTTGAAAAGGACTGTGCTGCGGTTGAAAAAGGACCTATCTTGGATGCCTAA 

YDR438W, 370 aa (SEQ ID NO 62) 
MmVGIDVDHMIGVLLIJVWVVFWGASCLTlS^ 

DLWRIIQSRRKSLQERTERTLPIHTQESFSEFLPLLSSTPS'ISSNLSSIADTKVKDTiy^ 

SLLFCVLWFVANLAANAALSYTTVASSTILSSTSSFFTLFLATSLGIETFSTKKIiLGLFV 

SLFGIILIVMQSSKQQDSVSASSFLVGNTL^LGSLGYSVYTTLLKYEISSKGLRLDIQM 

FLGYVGIFTFLLFWPILIILDITHMETFELPSNFHISFLVMLNCIIIFVSDYFWCKALIL 

TSPLVVTVAIiTFTIPIiAMFADFVWREAFFTPWYIIGVIFIFVSFFLVlSrHRG 

AVEKGPIIiDA 

YDR450W. 1376 bp, exonl : 501-547, intronl : 548-982, exon2 : 
983-1376 (SEQ ID NO 63) 

cggcccatgagcataaattgagaacgatattattaattctagtatattttaggaacagca 
ggccattatatccaaaacttttttaaaatagcatccacatcacttactggcgtacagttt 
cgtgtctggcaacaaaaaagtacatttaatttcaatgattaaaaagacattaaacatccg 
tacattacgcacccatgcatgctatctgaaaatattctacatgctgcttttagaaatttg 
aagcggcatat(^tgtttccttcx:ggagacgcgcgctcaggggaactgcgattccgaaag 
atgcctttcccagtcccatatgcccatcccaagatcatgcccgggagagcaaatgtcgcc 
ccagccaggtcggacacatctgtcattcgaccactaagtattgtcaaagctagggttaat 
tgaagatagctctacatgttattagtagagtttttaaacgttgagatactagtgaacgta 
tacacaagagcggataajiiagatgtctttagttgtccaagaacaaggttccttcgaacaca 
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TTTTACGGTATGTTTATTATTACTAGTGAGCTATGACAAAATCGGCTAAAAACTTAAAAA 
TATGACAGACAAGAAAGGAAATTCATTCACCTCTTTAATCGTGGCGATTATTCGCTAACG 
ACGTGATTAAATATAATAATGATGTTCCCGGGCTGGACTAAGAACGTAATAATAAGGCTG 
ATGAACAAATTTATGGTTTATGCATCAAAAAGGAACATGAATTTGGCATAAGCGCACATA 
ATTACGGAACATTGCAATAGCGGTCGGAGGTAAAGTACCGGGAATGCTTTACAATGAATC 
AGCTATTGGCGGATATTGACCAACCAACACTAAAATTTTATATCCTGCTCCGATTTTTGT 
CTTGGCCGTGAAATCCATTATGCACATTTTTTACTAACGTTTATCAATAAGTTCGGTTTC 
CCGTCTAAATTTTTTTACGCAGTTTGTTGAACACTAACGTTGACGGTAACATTAAGATCG 
TTTACGCTTTGACCACTATCAAGGGTGTTGGTCGTCGTTACTCCAACTTGGTCTGTAAGA 
AGGCTGATGTTGATTTACACAAGAGAGCTGGTGAATTGACCCAAGAAGAATTGGAAAGAA 
TTGTTCAAATTATGCAAAACCCAACTCACTACAAAATCCCAGCTTGGTTCTTGAACCGTC 
AAAATGACATCACTGATGGTAAGGACTACCACACTTTGGCTAACAACGTCGAATCCAAAT 
TGAGAGATGACTTGGAAAGATTAAAGAAAATCAGAGCTCATCGTGGTATCAGACACTTCT 
GGGGTTTGCGTGTTAGAGGTCAACACACCAAGACCACTGGTAGAAGAAGAGCTTAA 

YDR450W, 146 aa (SEQ ID NO 64) 

MSLWQEQGSFQHILRLLNTNVDGNIKIVYALTTIKGVGRRYSNLVCKKADVDLHKRAGE 
LTQEELERIVQIMQNPTHYKIPAWFLNRQNDITDGKDYHTLANNVESKLRDDLERLKKIR . 
AHRGIRHFWGLRVRGQHTKTTGRRRA 

YDR486C, 1289 bp, CDS: 501-1289 (SEQ ID NO 65) 

ACTGCATACACAATAACTGTAGATGTAGCCCAAGGCACTACCACAGGTATTTCTGCTCAC 
GACAGGTCGATGACTTGTAGGGCTCTTGCAGACTCTTCCTCTACGCCAAAATCATTTTTA 
AAACCAGGGCACATCTGTCCCTTGAGAGCCGCTGATGGCGGTGTTTTGCAGAGAAGAGGC 
CACACTGAGGCCGGTGTCGATTTGTGTAAACTAAGTGGACTAAGTCCCGTCGCTGTTATT 
GGCGAATTGGTTAACGATGACGAACAAGGAACTATGATGAGATTAAATGACTGCCAAGCG 
. TTTGGTAAGAAACATGGCATTCCTTTGATCTCCATCGAAGAATTGGCCCAATATTTGAAG 
AAATAATCTGGTGAACATTTTCTCCATTCATTCTATCACAACAGACTCACACATATATAC 
ATGTATATATTTGTAACTTTGTATATATCTTTTGTTTTTTGACCTTTTTCTTCCTCTATG 
TTTTTCAGCCATACAAAAATATGGGATTTTTAGCAAGAGAAAAAGTACATCTAAAAAAAG 
TAGTAATAGGAGGAAGCCAAGATTGGTTGAAACACAGTTATAAACTCTTCAAGGCAATTA 
TGAACAGGATTTTCGGATATGGGAACAAAAAGAGCCATGATCAGCTCTTACAAGAGTCGA 
ATCAGTCCATGAATCAGGCCCAACAATCACTATCGAACAGAATATCCCAGTTAGATACTC 
AAATCGCCCAGTTAAACTTCCAGCTGCAAAATATTCAAAAGAATTTGCAAAGATCAAACA 
ACAAGCAACCCTCGTTAAGAAAACAGGCTTTGAAGATTTTAAATAAACGTAAACAGTTAG . 
AAAATATGAAGGATTCTTTAGATTCTCAATCCTGGTCCATGACGCAAGCCCAGTTAACAA 
ATGATAACTTACAGAACACAATGATCACTATAAACGCACTAAAGCAAACAAACAATGCCA . 
TGAAGGCTCAATACGGCAAGATAAATATCGACAAACTACAGGACATGCAGGATGAGATGC 
TGGATTTAATAGAACAAGGGGATGAGCTGCAAGAAGTCTTGGCAATGAATAATAACAGTG 
GCGAGCTCGACGACATTAGTGATGCAGAGCTGGATGCAGAGCTGGATGCTCTGGCACAAG 
AGGATTTCACTTTGCCAACCAGCGAAAACTCATTAGGTAACGATATGCCCAGTTACTTAC 
TAGGTGCGAATGCGCCACCGGCTTTTATTGATGAAGAGCCAAACTTAGATACTGAAGACA 
AAAATAAAGCTTTAGAAAGCGCTCAGTGA 

YDR486C, 262 aa (SEQ ID NO 66) 

MGFLAREKWLKKWIGGSQDWLKHSYKLFKAIMlvFRIFGYGNKKSHDQLLQESNQSiy^ 

QQSLSNRISQLDTQIAQLNFQLQNIQKNLQRSNNKQPSLRKQALKILNKRKQLENMKDSL 

DSQSWSMTQAQLTNDNLQNTMITINALKQTNNAMKAQYGKINIDKLQDMQDEMLDLIEQG 

DELQEVLAMNNNSGELDDISDAELDAELDALAQEDFTLPTSENSLGNDMPSYLLGANAPP 

AFIDEEPNLDTEDKNKALESAQ 

YDR471W, 1295 bp, exonl : 501-531, intronl : 532-915, exon2 : 
916-1295 (SEQ ID NO 67) 

GGCAAATCAATTAAAATTCCTTTTCTCTCTACCTTTGCTAATATTAAAAACCATAGTTGT 
AAAGGGTACTTAATGCTATATTCCTGTTAAGTTTCCTATTTCACCTTGTTTTTTCCAATT 
CTTACCAATTTGAAGACTATGTTTTTAAACACCCAATCATTTTCCACCCACACATATATT 
ACCCTTTTTTTGGGTGAAGAGAAGTAGTATTTTGTTTTTCATGGGAGTGGAAGTCCTTTC 
AAAACTAATCCGAGCAGTAGTGCTGTCTAGGCGGAGATTATTGAAAGTCGGCATTGGCTG 
CAGCTAGCGTTTTGTTTTTGGTACTACCTGTCAAACCCGGCGTCTGCCTAGATTGCGCGG 
AGGGTACGTTGAAACTTTTGCCTTTCCACGTCAGTTTATAATATCAAAAGCAGCAATATA 
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CACATTTAATGGTTTGCCCTTAGTGACTATTAGGGCGTTTTGGTGAAAAGAAAGAGTCGC 
TCAAAGAAATCAATATAACCATGGCTAAATTTTTGAAAGCAGGTAAAGTTGGTACGTAAA 
TTTAACAGAGCAAACGCTCTAATTAAGATATCGAATAAAAGGGGACTTTCAGGTGCATAA 
GATGGGAAATTGTACAATCTGAGGGACAAACAATATGGAAAGCAGTACATGATTGTATTG 
TCATTGTAGGAGGTACCAATTGTGCCAGTAAAAAAGAGAGGGCCCGGGGAGCACCACATT 
CACGACCAATCGTGTCGATCTGCAAAAAAGGCACATGGAAAATGTAATTTATCAGTGTTC 
AACACTGAGTTGAACAGATAGCTATCTAATCAATGTTAACTTTCCAGGGAACAAAAAGCT 
AAATCCACTTCTCTTTTATTTCAAAATATCATTAGAAATAGAAAAATTTACTAACAAATT 
TTCGTATTATCGTAGCTGTCGTTGTTCGTGGTCGTTACGCTGGTAAGAAGGTTGTGATCG 
TTAAGCCACACGATGAGGGTTCTAAATCTCATCCATTCGGTCACGCTTTGGTTGCCGGTA 
TTGAAAGGTACCCATCAAAGGTCACCAAGAAGCACGGTGCCAAGAAGGTCGCTAAGAGAA 
CTAAAATCAAGCCATTCATCAAAGTCGTCAACTACAACCACTTATTGCCAACCAGATACA 
CCTTGGATGTTGAAGCTTTCAAGAGCGTTGTATCTACAGAGACTTTTGAACAACCATCCC 
AACGTGAAGAAGCCAAGAAGGTTGTAAAGAAGGCATTTGAAGAAAGACATCAAGCTGGTA 
AAAACCAATGGTTCTTCTCCAAGTTGAGATTCTAA 

YDR471W, 136 aa (SEQ ID NO 68) 

MAKFLKAGKVAVWRGRYAGKKWIVKPHDEGSKSHPFGHALVAGIERYPSKVTKKHGAK 
KVAKRTKIKPFIKVVirasrHLLPTRYTLDVEAFKSWSTETFEQPSQREEAKKWKKAFEE 
RHQAGKNQWFFSKLRF 

YDR499W, 2744 bp, CDS: 501-2744 (SEQ ID NO 69) 

TAACAATAGAAAAAAATACACACACATTAGATTGGAATTAGAGCTTAAGTGGTACAAACT 
AGGGCTAATAAAGAGGTAACGGTCGGTTCTCTACTAAGGTTCGTATTGTGTGGCACCGAT 
GTTAAGCACTTTTAAGCGGAATAACTCGAGTGGAAATTTTATGTTTAGTTAGGTTTTACC 
TTGAATTTTTTT7VAAAAAAAAAGAGTCAGACAGGCTCGCTCTTTCCTACTAAATATTAGG 
AGCAAAGCAGTAAAAAGTCTCTGAATAAGGATAGTAACCTGTAGTAACTCCAAAATTTAT 
CTTACAAAGAGCTATTAGTATCTTGGTTCTTCTATTTTCTTCGATTATTGGTGATTTTTC 
CCGCCTCTAGCCAAATCCGAGCGTTCCATCGATTTTTTGGGGAAAACAGCACATGCAATA 
AAATAAAAAGCAAACAAATACGCGATAGTGCACGAAACGTCAACACAATCATCAAACTCT 
TTTGCATATTTCTATTATAGATGAGACGAGAAACGGTGGGTGAATTTTCTTCAGATGACG 
ATGATGATATTCTTTTGGAATTAGGCACCAGGCCTCCAAGGTTTACTCAAATACCGCCAT 
CATCAGCAGCATTACAAACACAAATTCCCACTACTTTGGAGGTTACAACGACCACATTAA 
ACAATAAACAGAGT7VAAAATGATAACCAACTGGTTAACCAACTGAATAAAGCTCAAGGTG 
AAGCAAGCATGCTTCGTGATAAAATAAACTTTTTGAACATTGAAAGGGAAAAGGAAAAGA 
ATATTCAAGCCGTCAAAGTTAATGAATTGCAAGTCAAGCATCTTCAAGAGTTGGCTAAAT 
TAAAACAAGAATTACAGAAACTGGAAGATGAGAAGAAGTTCTTACAGATGGAAGCGAGAG 
GAAAATCGAAAAGGGAAGTTATTACGAATGTAAAACCACCGTCAACAACATTATCAACAA 
ACACAAACACTATAACGCCAGATTCGTCCTCAGTTGCAATCGAAGCAAAACCTCAATCAC 
CACAATCAAAAAAACGTAAGATAAGTGATAATTTACTGAAAAAAAATATGGTTCCCCTAA 
ACCCAAATAGGATTATTCCCGATGAAACGAGTTTATTTCTAGAGTCAATATTACTTCATC 
AAATAATAGGCGCTGACCTGAGCACAATAGAAATATTAAATAGATTGAAGCTTGACTACA 
TCACAGAGTTTAAATTTAAGAATTTCGTCATTGCTAAAGGAGCCCCCATAGGGAAGTCCA 
TAGTTTCTCTACTTTTGCGATGTAAAAAGACGTTGACCCTCGACAGGTTCATAGATACTT 
TGCTAGAGGATATAGCTGTTTTGATCAAGGAAATATCAGTTCATCCAAATGAATCGAAAT 
TAGCTGTCCCATTTCTCGTTGCATTGATGTATCAGATTGTACAATTTCGTCCTAGTGCCA 
CTCATAATTTAGCACTGAAGGATTGTTTTCTTTTTATTTGCGATTTAATAAGAATCTATC 
ATCATGTATTGAAAGTACCGATACATGAATCAAATATGAATTTGCATGTAGAACCTCAGA 
TTTTCCAATATGAACTGATAGACTATTTGATAATTTCGTATTCCTTTGATCTCGTAGAAG 
GTATATTAAGGGTACTGCAGTCGCATCCTAAGCAAACTTATATGGAATTTTTTGATGAAA 
ATATTCTAAAATCATTTGAATTTGTCTACAAACTAGCACTAACCATTTCATACAAGCCAA 
TGGTAAATGTAATATTTAGTGCAGTCGAGGTCGTTAATATTATCACTAGTATAATATTAA 
ATATGGACAATTCCTCAGATCTGAAATCCTTGATAAGCGGTAGTTGGTGGAGAGATTGTA 
TTACAAGATTATACGCTCTTTTGGAAAAGGAAATTAAGAGTGGCGACGTATATAATGAAA 
ATGTGGATACTAGAACTCTTCATATGTCGAAGTACCATGACTTTTTTGGGTTAATCCGAA 
ATATAGGTGATAATGAATTGGGAGGATTGATATCAAAGCTGATTTATACTGACCGATTGC 
AAAGTGTCCCAAGGGTAATTTCTAAAGAGGATATTGGGATGGATAGCGACAAATTCACTG 
CCCCTATAATAGGTTACAAGATGGAAAAATGGCTTTTGAAGTTAAAAGATGAAGTTTTAA 
ATATTTTTGAAAATTTATTAATGATCTATGGAGACGATGCGACCATAGTAAATGGAGAAA 
TGCTCATCCACTCCTCTAAATTCTTATCCAGGGAGCAAGCGTTAATGATAGAAAGGTACG 
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TGGGACAAGACTCCCCGAACTTGGACCTCAGATGCCATCTTATTGAACATACTTTAACCA 
TAATATATAGGCTATGGAAAGACCATTTCAAACAATTGCGTGAAGAACAAATCAAGCAGG 
TAGAAAGCCAATTGATTATGTCACTATGGAGGTTTCTCGTATGCCAAACCGAAACTGTGA 
CAGCAAACGAAAGAGAAATGAGAGATCATCGACACCTTGTAGATAGTTTGCATGATCTGA 
CGATAAAGGATCAAGCCTCTTATTACGAAGATGCCTTTGAGGATTTACCAGAATATATCG 
AAGAAGAATTGAAGATGCAATTGAATAAAAGAACGGGGAGAATAATGCAAGTAAAGTACG 
ATGAGAAATTTCAAGAAATGGCAAGAACTATTCTTGAGTCAAAATCATTCGATCTAACCA 
CACTAGAGGAGGCCGATTCATTATATATCTCAATGGGACTGTAA 

YDR499W, 747 aa (SEQ ID NO 70) 

MRRETVGEFSSDDDDDILLELGTRPPRFTQIPPSSAALQTQIPTTLEVTTTTLNNKQSKN 

DNQLVNQLNKAQGEASMLRDKINFLNIEREKEKNIQAVKVNELQVKHLQELAKLKQELQK 

LEDEKKFLQMEARGKSKREVITNVKPPSTTLSTNTNTITPDSSSVAIEAKPQSPQSKKRK . 

ISDNLLKKNMVPLNPNRIIPDETSLFLESILLHQIIGADLSTIEILNRLKLDYITEFKFK 

NFVIAKGAPIGKSIVSLLLRCKKTLTLDRFIDTLLEDIAVLIKEISVHPNESKLAVPFLV 

ALMYQIVQFRPSATHNLALKDCFLFICDIilRIYHHVLKVPIHESNiynsrLHVEPQIF 

DYLIISYSFDLLEGILRVLQSHPKQTYMEFFDENILKSFEFWKLALTISYKPMVWIFS 

AVEVWIITSIILmDNSSDLKSLISGSWWRDCITRLYALLEKEIKSGDVYNENVDTTTL 

HMSKYHDFFGLIRNIGDNELGGLISKLIYTDRLQSVPRVISKEDIGMDSDKFTAPIIGYK : 

MEKWLLKLKDEVLNIFENLLMIYGDDATIVNGEMLIHSSKFLSREQALMIERYVGQDSPN 

LDLRCHLIEHTLTIIYRLWKDHFKQLREEQIKQVESQLIMSLWRFLVCQTETVTANEREM 

RDHRHLWSLHDLTIKDQASYYEDAFEDLPEYIEEELKMQLNKRTGRIMQVKYDEKFQEM^ 

ARTILESKSFDLTTLEEADSLYISMGL 

YDR507C, 3929 bp, CDS: 501-3929 (SEQ ID NO 71) 

CTCTTTAAATATTCTATGTACTTTGTGCAAACATCATTGTCATCAC ATAAATGCATTCCT 
ACTATTACTAACTTGAACTTCACTTCACTGGAAGAACTGGGTTATTCAAGGTAAAGAAAT 
:CATTTGTTTTGCGCCAAGTTTCGTCTGACAAGAATTTTTTATTATTATTTCCCACTTTTC 
■ATCGAAGGAAACGCGTCAAATCCATTCGTTACTACGCGCAATCTGCGTTATTTCCTTTTT 
CGGCATACCATCGCGAAATATCAACGGCCACACCATAGATTCCTTTTGATGTTAAATTAA 
AAGCGACTGAATGAAGTGCACACATTTTTTATTTCTTCTTGATTTTCTTTTCTATTTTGT 
TTTGCTTTCTCTTCTGTCGACAACGTCTCAACTGTACTCACCATTAGTATTCTCGAAGGC 
TTTAGCAGACTTGTGAATAATTAATTGCCCACTTTGATCAAGAAAGATATTCGCAGCACA 
ATACAATAATAACATTCAAAATGGCAATCAATGGT7VACAGTATTCCTGCCATAAAGGATA 
ATACCATCGGTCCATGGAAACTAGGTGAAACTCTCGGTCTAGGGAGCACTGGTAAAGTCC 
AGCTTGCTCGTAATGGATCCACAGGACAAGAGGCGGCAGTTAAGGTAATATCAAAAGCAG 
TATTCAATACCGGTAATGTCAGCGGTACTTCGATTGTTGGCTCCACCACCCCAGATGCTC 
TACCATATGGTATAGAACGCGAAATAATCATTATGAAGTTGTTAAACCACCCAAATGTGT 
TACGTTTATATGATGTCTGGGAAACAAATACAGATTTATACCTTGTTTTAGAATACGCGG 
AGAAAGGTGAGTTGTTCAACTTATTGGTTGAGAGAGGTCCTCTGCCAGAGCATGAAGCTA 
TCAGGTTTTTTAGACAAATTATTATTGGTGTGTCGTACTGTCATGCGTTGGGTATTGTCC 
ATCGTGATCTAAAACCGGAAAATCTATTATTAGATCATAAATATAACATCAAGATTGCAG . 
ATTTTGGTATGGCTGCTTTGGAAACTGAAGGAAAGCTACTGGAGACGTCGTGCGGATCAC 
CACATTATGCTGCACCAGAAATTGTATCTGGTATACCGTATCAAGGTTTCGCAAGTGATG 
TGTGGTCATGCGGTGTGATCCTATTCGCCCTTCTTACTGGTCGGTTACCCTTTGACGAGG 
AAGATGGAAATATAAGAACACTATTACTTAAAGTTCAAAAAGGTGAGTTCGAAATGCCTT 
CTGATGATGAAATTTCGCGTGAAGCTCAGGATTTGATTAGAAAAATCTTAACCGTTGATC 
CTGAAAGAAGAATCAAGACCAGAGATATACTCAAACATCCGCTATTACAAAAATATCCAA 
GTATAAGAGATTCTAAAAGTATTAGAGGCTTACCAAGAGAAGACACATATCTCACGCCAT 
TATCAGAAAGTAATTCTTCTATTGACGCTACGATTTTGCAAAATTTAGTAATATTATGGC 
ATGGAAGAGATCCTGAAGGAATTAAGGAAAAACTAAGAGAACCTGGCGCTAATGCAGAAA 
AGACATTATATGCACTACTGTATAGATTTAAGTGTGACACTCAAAAAGAGCTTATTAAGC 
AACAGCAAGTTAAGAAGAGGCAGTCAATTAGTAGCGTTTCTGTTTCCCCATCTAAAAAAG 
TATCGACAACTCCACAACGCAGAAGAAATAGAGAATCTTTAATTAGTGTAACATCTTCTC 
GTAAAAAGCCAATATCCTTCAACAAATTCACTGCCTCCAGTGCCTCCTCCAGCAATCTAA 
CTACACCCGGTTCTTCAAAACGCCTTTCAAAAAACTTCTCTTCAAAGAAGAAATTATCTA 
CAATCGTTAACCAATCTTCTCCAACACCAGCATCACGTAATAAAAGAGCTTCGGTTATAA 
ATGTGGAAAAGAATCAAAAAAGAGCCTCTATCTTTTCTACTACCAAGAAGAACAAAAGAT 
CTTCTAGATCTATCAAGAGAATGTCATTGATACCAAGCATGAAACGTGAATCGGTGACAA 
CAAAATTAATGTCAACATATGCGAAATTGGCAGAGGATGACGATTGGGAATACATTGAGA 
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AGGAAACAAAGAGAACGAGCTCAAATTTTGCAACTTTGATAGATGAAATTTTTGAGTACG 
AAAAGTACGAACAAATAAGGAAAGAGAAGGAAGAGCTAGAACGTAAAGTGAGAGAAGCAA 
AAGCACGTGAAGAGCTGGAACGTAGAAGACGTAAACAAGAAGAAAAAGAACGTGCAAGAA 
AATTACTAGAAAAGGAAGATCTGAAAAGAAAACAGGAGGAACTCAAGAAGCAAATTGAAA 
TTGATATAAGTGATCTAGAGCAAGAGCTGTCCAAACACAAAGAGGAAAAACTGGATGGTA 
ATATTAGATCTATCTCTGCTCCTATGGAAAATGAAGAGAAAAATATCAATCATTTGGAGG 
TTGATATTGACAATATTCTCCGTCGCCGCAACTTTTCTTTACAAACTAGACCTGTGTCAA 

GGCTTGATCCGGGTATAATGTTCTCCAGTCCAACTGAGGAAGTAAGTCCAGTGGAACCAA 

AGAGAACAGAAAATGAAAGACTTACAACAGAAAAGAAAATTTTAGAAACTATCAGAAGAT 

CAAAATTCTTGGGTTCATCATTTAATATCGATAAAGAGTTGAAATTGTCTAAAATGGAAT 

ATCCAAGTATAATTGCACCACAAAGATTGTCAGAGGAGCGAGTGGTGTCAGATTCTAATG 

ATGGATATGAATCTTTGATCCTCCCGAAGGATGGGAATGGCGTATCTCAATTAAAGGATA 

GTACCGCAACAACTGCTCCCGTCTCTGATGGTAGGTTGAGGAAGATCTCTGAAATTAGAG 

TACCACAATTTACTAGAAAATCAAGGCATTTTAGTGAGTCCAATAAAAGGCTATCTGTCC 

TGTCGATGTACTCTACCAAGGAGTCGTTTACCAACTTGGTTGATATTTTGAAAAACGGTA 

ACCTTGATGTCAATAACCAACAAAGCCAAAGAATTCCAACACCAAGAAGTGCGGATGATT 

CAGAATTTCTTTTTGAAACTGTCAACGAAGAAGCTGAATATACAGGAAATAGTTCGAACG 

ATGAGAGATTGTACGATGTCGGTGATTCCACTATCAAAGACAAATCCGCGTTAAAGCTGA 

ACTTTGCAGATCGTTTTAATGGATCGAACGAAGCGAAACAAACTGATAACTTACATCTTC 

CGATCCTTCCTCCGCTTAATGGTGACAATGAATTGCGTAAACAGAATAGCCAAGAGGGTG 

ACCAGGCACATCCAAAGATTAAATCGATGATACCAGAATCAGGCTCTTCTTCACATACTG 

AAAAGGAAGAAGAAAATGAGGAAAAGGAAGAGAAAAAGCCAGAACAACACAAACAAGAAG 

AGGATCAAGAAAAAAGAGAGAAAGTAGTAGATGATATGGAGCCACCATTGAACAAATCTG 

TGCAAAAAATTAGGGAAAAAAATGCTGGCTCGCAGGCAAAGGATCATTCAAAAGATCACT , 

TAAAAGAGCATAAGCAGGATAAAAATACAGCAATTGGAAATGGTTCCTTCTTTAGAAAAT 

TCTCAAAATCTTCGGACAAAACAATGGAATTGTATGCC7VAGATTTCTGCAAAACAATTGT 

TTAATGGTTTAGAGAAGCTGTTGCGTGGTTGGACTCAGTATGGTTTAAAAAATATAAAAT 

CGCACCCCAACAATCTGACCTTAACGGGTAAACTATCGAGTGATAATATATTCTCACTAC 

GTTCAACACTCTTTGAGGTTAATATTTATCCGAGAGGTAAGATGAGCGTTGTGCAGTTCA 

AGAAAGTTTCTGGTTCATTCAAAGCTGTCAAAAAGTTGGTCAATGAAGTTGAGAACGTCC 

TGAATAAGGAAGGCGTTCTACAAAAATAG 

YDR507C, 1142 aa (SEQ ID NO 72) 

MAINGNSIPAIKDNTIGPWKLGETLGLGSTGKVQLARNGSTGQEAAVKVISKAVFNTGNV 
SGTSIVGSTTPDALPYGIEREIIIMKLLNHPNVLRLYDVWETNTDLYLVLEYAEKGELFN 
LLVERGPLPEHEAIRFFRQIIIGVSYCHALGIVHRDLKPENLLLDHKYNIKIADFGMAAL 
ETEGKLLETSCGSPHYAAPEIVSGIPYQGFASDVWSCGVILFALLTGRLPFDEEDGNIRT 
LLLKVQKGEFEMPSDDEISREAQDLIRKILTVDPERRIKTRDILKHPLLQKYPSIRDSKS 
IRGLPREDTYLTPLSESNSSIDATILQNLVILWHGRDPEGIKEKLREPGANAEKTLYALL 
YRFKCDTQKELIKQQQVKKRQSISSVSVSPSKKVSTTPQRRRNRESLISVTSSRKKPISF 
NKFTASSASSSNLTTPGSSKRLSKNFSSKKKLSTIVNQSSPTPASRNKRASVINVEKNQK 
RASIFSTTKKNKRSSRSIKRMSLIPSMKRESVTTKLMSTYAKLAEDDDWEYIEKETKRTS 
SNFATLIDEIFEYEKYEQIRKEKEELERKVREAKAREELERRRRKQEEKERARKLLEKED 
LKRKQEELKKQIEIDISDLEQELSKHKEEKLDGNIRSISAPMENEEKNINHLEVDIDNIL 
RRRNFSLQTRPVSRIiDPGIMFSSPTEEVSPVEPKRTENERLTTEKKILETIRRSKFLGSS 
FNIDKELKLSKMEYPSIIAPQRLSEERWSDSNDGYESLILPKDGNGVSQLKDSTATTAP 
VSDGRLRKISEIRVPQFTRKSRHFSESNKRLSVLSMYSTKESFTNLVDILKNGNLDVNNQ 
QSQRI PTPRSADDSEFLFETVNEEAEYTGNSSNDERLYDVGDSTIKDKSALKLNFADRFN 
GSNEAKQTDNLHLPILPPLNGDNELRKQNSQEGDQAHPKIKSMIPESGSSSHTEKEEENE 
EKEEKKPEQHKQEEDQEKREKWDDMEPPLNKSVQKIREKNAGSQAKDHSKDHLKEHKQD 
KNTAIGNGSFFRKFSKSSDKTMELYAKISAKQLFNGLEKLLRGWTQYGLKNIKSHPNNLT 
LTGKLSSDNIFSLRSTLFEVNIYPRGKMSWQFKKVSGSFKAVKKLVNEVENVLNKEGVL 
QK 

YDR515W, 1844 bp, CDS: 501-1844 (SEQ ID NO 73) 

GAGTTGAATCTATGCGTAACCATTTTGACTACCGCTTCGTATGCTTTCTTGCACTTTGTG 
GAGCTACTCATACAATAGCTTATAATCTGTGTAGTCAAACTATATACTAGGCAAATTACT 
AGTAAATGCAGTATTCATATGTCCTCAAACCGTTTTTTGCAGTATGTTATTGATCCATCG 
AATCAAAATTTTTCACCGCCAAGAGAAAAAAGATCTTACTATTTTGTGCTTATGAAAAAA 
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TTAGTAAAAGTAAAGCTGGAAGCACATACAAGCGCAGCTGAATCACAAAGGAAAATTGGC 
ACATCCTTGGTTGACACTTGTCTATTTATTAAAAGGTTTTAAAAAGTAGTGTTCAGCAGT 
TCTATCATATTTTTTTATTTAAAAAAAAATACTGAGAGGAAGCGTATTGTTAAGACACAA 
TTTAGGGTGGCGTTAAATAAACGAGAGAGCCCAAAAATATAACCAAGATAAAGAAAATCA 
ATCATAAAGTGAATTCAAAAATGTCATCGCAAAACCTCAATGATAATCCAAAAAATACAT 
CCTCAGCAGCTGAAGATAAGAAGAAACAAACTTCATCCTTAAAGTTGGCACCAATACCAA 

CCACATCGCCATGGAAATCATCTTCGCCAGATAGCAATACAGTAATTCCTGTAGAGGAAC 
TAAGAGATATATCAAAGACTGCAAAGCCAAGTAAAAATGGTTCGGGGTCAATTAAATTAA 
CAAGCAATACCAAATGGACTCCAATTACGCCGTCTGTTAT7VATCTCAGGTTCCAAGGACA 
CAAATTCAAAGTCAGGAAAGAACTCTAAAAATTCTAAGACTAATAAAAAAATGAAAAAGC 
GTGGCAAATATAATAACGATATCAATAAAAAGGACTTTAACGGTCAAACCAACAGTACAT 
CGGAAATAAGTAACGTTTCCAATCTTGAATCCAAACCTTTAGATGCTAACGCTAAAGTAA 
ACATACATTCAAGCTCAGGAGCAACTGCCAATGGGAATATAAAGAGGATAACAAACAACA 
ACAATTCAACCAACGGTAGACAATCAAGAAATTATCAAAACAGGAATGGCAAAACAAGAT 
ACAACAACAATAGTAGACACAGTCAGGCGGCTAATAATGCCATCTCCTTCCCAAATAATT 
ATCAGGCTAGACCTGAATATATTCCCAATGCCAGCCACTGGTTGAACAACAATTCAAGAA 
ATAGCTATAAACAACTGTCATACTTCCGTCAACAGCAGTATTATAATAACATCAACTATC 
AACAACAATTGCAAACACCATATTATTACTCAATGGAACCTATTTTTAAATCTATCGAAA 
GTATCAAAAACCAAATTGAATTCTATTTTAGTGAAGAGAACTTGAAAACAGATGAATTTT 
TAAGATCTAAATTCAAAAAAGCCAATGACGGATTTATCCCCATGAGTTTGATAGGGAAAT 
TTTACCGTATGGTTAATTTATCTCTTGGTGGAGACCCAAATTTAATTTTGGCATCTATGA 
GAGAAGTTTTACAACATAAAGAAACAAACCATTTGGAAATTGCCCTTGGAAGCATAGAAG 
GTGCTCAGAAGAACATGGCAGATGATTTCAATCCATTGGAAAACTATTTTATTAGGCGCG 
AAAATTGGGCTGAATACGCTATGGAAAGTAATTTTGATGAAAATGATGACGAAACTGAAA 
AATACAACATTGAGAAACTATTGGGACCGAACGATTTAGACAATTATTCTTATATGGGCT 
ATCCAAACTTCTTTCCCAGTAATGAAAATGGGAAAAAGAGTCAGAGCTATGACCAAGGTG 
AAATTAGCAGGCAGTTTGAACAAAACTTACAAATAAATGATTAA 

YDR515W, 447 aa (SEQ ID NO 74) 

MSSQNLNDNPKNTSSAAEDKKKQTSSLKLAPIPTTSPWKSSSPDSNTVIPVEELRDISKT 
AKPSKNGSGSIKLTSNTKWTPITPSVIISGSKDTNSKSGKNSKNSKTNKKMKKRGKYNND 
INKKDFNGQTNSTSEISWSNLESKPLDANAKWIHSSSGATANGNIKRITNNm 
QSRNYQNRNGKTRYNNNSRHSQAAISnSIAISFPKrWYQ 

YFRQQQYYNNINYQQQLQTPYYYSMEPIFKSIESIKNQIEFYFSEENLKTDEFLRSKFKK 
ANDGFIPMSLIGKFYRMVNLSLGGDPNLILASMREVLQHKETNHLEIALGSIEGAQKNMA 
DDFNPLEOTFIRRENWAEYAMESNFDENDDETEKYNIEKLLGPNDIiDNYSYMGYPNFFPS 
NENGKKSQSYDQGEISRQFEQNLQIND 

YDR518W, 2054 bp, CDS: 501-2054 (SEQ ID NO 75) 

GCAGCAGGGGCAAGATGACAACCCTGTTCCTGTTCCTGTTCCAGTAGAATCTGAGACGGC 
TTTTGTGCCATCAGCATTCACAGCACCACCGGTGCCAACAAAGAAGAAATCAAAAAATAA 
AAAGGGTACCCAGCCATTGGCAATGGATGACTATTTTAATGAAGGCAGAGATAAGTCATC 
TACCGCTGCGAAGTCAGCAGAATCTGACATCCTCGCCCCACCACCACAAAAACAGTCATC 
CTCTGATTAACTTTCCTGGTTAGTCTTTTGGTTTTGTTTCATAGCAAAATTAAATATATA 
TATATAAGCTTGCTTTCCCTTCAAAACACGTAAACGATAGTTGGCAATGTACGAAAAGTA 
CCGAGACTTTTTTTCAAAGGCACGCGTGTCCTTTTTTGTTAAGACAATAGATATTTTAGC 
ATTCAGAAAGTTTCAATTTCCAAGACTTGACGTTTCAATTATATGGCAATCTCCCAACAA 
GCACCCGCTCATATAATACCATGCAAGTGACCACAAGATTTATATCTGCGATAGTCTCGT 
TTTGCCTGTTTGCTTCTTTCACGTTGGCTGAAAACAGCGCAAGAGCTACGCCGGGATCAG 
ATTTACTCGTTCTAACAGAGAAGAAATTTAAATCATTCATCGAATCTCATCCGTTAGTCC 
TCGTCGAGTTTTTTGCTCCATGGTGTTTGCATTCTCAGATCTTACGCCCTCACTTAGAAG 
AGGCCGCCTCTATTTTAAAGGAGCATAACGTCCCAGTTGTTCAAATTGATTGTGAGGCTA 
ACAGTATGGTTTGCCTGCAACAAACTATAAATACCTACCCAACCTTGAAAATCTTTAAAA 
ATGGTCGTATTTTTGATGGTCAAGTCTATCGCGGTGTCAAGATCACCGATGAAATCACTC 
AGTACATGATTCAGCTATACGAGGCTTCTGTCATTTATTTAAATTCCGAAGATGAAATCC 
AACCATACTTGGAAAATGCAACTTTACCAGTAGTAATAAACAGAGGCTTGACAGGCTTGA 
ATGAAACGTATCAAGAAGTCGCACTGGACCTTGCTGAGGATTACGTCTTTTTATCCCTTC 
TAGATTCAGAAGATAAGTCATTATCAATCCACTTGCCAAACACTACAGAACCAATTCTGT 
TTGATGGAAATGTAGACTCTTTGGTCGGAAATTCCGTTGCTCTAACTCAGTGGTTAAAAG 
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CTGGTGCTAAACGTGCTCAATTCAGAAAGAAGAGAAAGTTCGAATTAGGTCGTCAACCAG 
CCAACACAAAAATTGGTGCTAAGAGAATCCACTCTGTCAGAACTAGAGGTGGTAACAAGA 
AATACAGAGCTCTAAGAATTGAAACCGGTAACTTTTCTTGGGCTTCTGAAGGTATCTCCA 

AGAAGACCAGAATTGCTGGTGTTGTTTACCATCCATCCAACAATGAATTGGTTAGAACTA 
ACACTTTGACCAAGGCTGCCATTGTCCAAATTGATGCTACTCCATTCAGACAATGGTTCG 
AAGCTCACTACGGTCAAACCTTGGGTAAGAAGAAGAACGTCAAGGAAGAAGAAACTGTTG 
CCAAGAGCAAGAACGCTGAAAGAAAGTGGGCTGCTAGAGCTGCTTCTGCCAAGATCGAAT 
CTTCCGTTGAATCTCAATTCAGCGCCGGTAGATTATACGCTTGTATCTCTTCCAGACCAG 
GTCAATCCGGTAGATGTGATGGTTACATCTTGGAAGGTGAAGAATTAGCTTTCTACCTAA 
GAAGATTGACTGCTAAGAAATAG 

YER102W, 200 aa (SEQ ID NO 80) 

MGISRDSRHKRSATGAKRAQFRKKRKFELGRQPANTKIGAKRIHSVRTRGGNKKYRALRI 
ETGNFSWASEGISKKTRIAGWYHPSNNELVRTNTLTKAAIVQIDATPFRQWFEAHYGQT 
LGKKKNVKEEETVAKSKNAERKWAARAASAKIESSVESQFSAGRLYACISSRPGQSGRCD 
GYILEGEELAFYLRRLTAKK 

YER153C, 1265 bp, CDS: 501-1265 (SEQ ID NO 81) 

ACCCTATATGGGAGGACAACTCGCCCACTGTTTGGGTCGTGTTAGCGATAAGGTCCGAAG 
TAGAAGCGGAAAGAGAAGGAGCTGAAGAGGTTAATTCATCGATGGAAGGCAACTGGGTTT 
GGATTTCCGAGACATCGTTGGCATTTGGGCCCGTCGAATTAAATCTTTTGGCCTGAAAAG 
AGATCCATGACGGATGGGGCCGGGGCAATACTATGGTTCGAGGGGTGGCCAGTCTGGAAG 
AGGCAGCAAACCTTGACGTGACGAGTCGAGAGGTGAGTTTGAACATCGTCGGGGAGGTTA 
TTCTGTGGCTCCGCTTGTACGTGAACAGATACGTATAGAGGGCGAGCCACTGGTTAAATT 
TTTCATGGCTCGGATTACTTCCGTACTGCTGGCTAAAATCGAAATCTCGGCCTGCTGAGA 
GTGTTTTGAGCAATCAAGGGAACATCTGAACGTGGAAGAGCAGACGAGGCATTAGCTCGA 
ACATAAGAACGGAACACGTCATGTTGACTATCACGAAAAGACTGGTGACCACCGATGTGC 
GGTCGCGAATACTGTTAAGCAGTTTAAACGGGAAAATGTCCGATGCACTGGCGCTGCTGC 
GTCAGCAGCAGCAGACCAGCGTGGATGTGGAGCTGCTGCACACGATGCTAGCGCGAGCCG 
CTGCGCTTGCCCATGCCGACACTATAGCATACATGTGGTATCAGCATGTGATGCCACGCC 
GGTTGCCAGTAGAGGGCCGCCTGCTATGTGAAATGGCTGGCGTAGCATTGTACCAGGACA 
GGCTCTTCTTACCCGCGCAGTTCCTCCAGCACTACCAGGCGATGAATCGCGATCGTCGCA 
CCAGCCCAGAAGATGAACTGATTGAGTATGAGCTTAGACGGATTAAAGTCGAAGCGTTTG 
CGCGTGGCACAATGCACTCCACGGCGCTCAGGGAAAAGTGGAAGGTATTCTTGCAGGAGA 
TGGATACGCTACCAGGGCAGCCGCCATTAAGGCTGCGCGACTTCCCGCAAATGACCAAGG 
CTATGGGCATAGCATTGATGCAGCAAGATGAGCAAGCAGCTGCCCTGGCGTTGTTTGGAC 
GACAGCCCCTAGTGATAAAGAACGAATGGTCACTACCGCTACTACTGGCTGGTGTCCTTT 
GGCATGTTCCCGGCCCAGCGCAGGCGCGACGTGTGCTGGCGGAGTTCCGTCAAAGTTATC 
GCGGGCTGCCGCTGCTGGATGCCGAACTAGTGATAAAGAGAAGAGGATTTGAAATCAACA 
CATAA 

YER153C, 254 aa (SEQ ID NO 82) 

MLTITKRLVTTDVRSRILLSSLNGKMSDALALLRQQQQTSVDVELLHTMLARAAALAHAD 
TIAYMWYQHVMPRRLPVEGRLLCEMAGVALYQDRLFLPAQFLQHYQAMNRDRRTSPEDEL 
lEYELRRIKVEAFARGTMHSTALREKWKVFLQEMDTLPGQPPLRLRDFPQMTKAMGIALM 
QQDEQAAALALFGRQPLVIKNEWSLPLLLAGVLWHVPGPAQARRVLAEFRQSYRGLPLLD 
AELVIKRRGFEINT 

YFL014W, 830 bp, CDS: 501-830 (SEQ ID NO 83) 

GGACTAGAAGCCAAAAGCCAGAGGCGGTAAAAATAGCAAGACTAGAATATTGCTGGCATC 
TGTTAAGGGGATATGTTGCAACTTGCAGGGGGCGGCACAAAATAACATAGAAACGTAGTA 
AAGAGGGGAAAAGGAAAAGGAAAAGGAAAAGGAAGGAAAAAAACCCATTGACGTAGAAAT 
TGAAAGAAGGAAAGGTATACGCAAGCATTAATACAACCCACAAACACAGACCAGAAGCAC 
TCTAGACGGAGAGTAACTAGATCTACAGCCCCTGGAAAATCGTTTGGTCAACTTTGAGGT 
TCCGGTCGTCCCCCTCTTGATCTGAAAGGTCTTTCTCTAAATCTATATTAAAACGTATAA 
ATAGGACGGTGAATTGCGTTCTACTTCCTCAATTGCGTTTGATCTTATTTAATCTCTCTC 
TAATATATAGAAAAAAAAACCATCTGATTATTCGATAATCTCAAACAAACAACTCAAAAC 
AAAAAAAACTAAATACAACAATGTCTGACGCAGGTAGAAAAGGATTCGGTGAAAAAGCTT 
CTGAAGCTTTGAAGCCAGACTCTCAAAAGTCATACGCTGAACAAGGTAAGGAATACATCA 
CTGACAAGGCCGACAAGGTCGCTGGTAAGGTTCAACCAGAAGACAACAAGGGTGTCTTCC 
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TGGTAATTTTACCTTACTTTACCGACATCGAACCTGATCTCTTCCCCAAGTACATTTCTA 
GCAATTTGCCGTTGGCTTACTTCTTTTATACTTCTGAGGAAGAATTGGAAGATTACACTG 
ATCTTTTCACGCAGTTAGGTAAGGAAAATCGTGGCCAAATAAATTTCATTGCATTAAACT 
CTACAATGTTCCCACACCACGTTAGATTCCTAAATATGAGAGAACAGTTCCCATTATTTG 
CTATCCATAATATGATCAATAATCTGAAATATGGTTTACCACAACTACCAGAAGAAGAGT 
ACGCGAAATTAGAAAAACCACAACCACTAGACAGAGATATGATCGTTCAGTTGGTAAAAG 
ATTACCGTGAAGGTACTGCCAAGCCAATTGTTAAGTCAGAAGAGATTCCAAAAGAACAAA 
AGTCCAATGTTTATAAAATAGTTGGGAAGACACATGACGACATTGTTCATGATGATGACA 
AGGATGTCCTTGTCAAATATTACGCGACATGGTGTATTCATAGTAAAAGGTTTGCGCCTA 
TTTACGAAGAAATTGCAAATGTCTTAGCATCTGATGAATCTGTTCGCGATAAAATCTTGA 
TCGCCGAAGTAGATTCAGGGGCAAATGATATCTTAAGTTTTCCTGTGACAGGATATCCAA 
CCATTGCtTTGTATCCTGCCGGAAATAACTCTAAGCCTATTATCTTCAATAAAATTAGAA 
ATTTGGAAGATGTTTTCGAATTTATCAAGGAJ^TCAGGTACACATCACATTGACGGCCAGG 
CAATTTATGATAAATTGCACCAGGCCAAGGATTCTGAAGTGTCTACTGAAGATACCGTAC 
ATGATGAATTATAA 

YDR518W, 517 aa (SEQ ID NO 76) 

MQWTRFISAIVSFCLFASFTLAEWSARATPGSDLLVLTEKKFKSFIESHPLVLVEFFAP 

WCLHSQILRPHLEEAASILKEHWPWQIDCEANSMVCLQQTINTYPTLKIFKNGRIFDG 

QVYRGVKITDEITQYMIQLYEASVIYIiNSEDEXQPYLENATLPWINRGLTGLNETYQ^ 

ALDLAEDYVFLSLLDSEDKSLSIHLPlSrrTEPILFDGISrVDSLVGNSVALTQWLKWIL 

TDIEPDLFPK!fISSNLPLAYFFYTSEEELEDYTDLFTQLGKENRGQINFIALNST^^ 

VRFLimREQFPLFAIHmiWNLKYGLPQLPEEEYAKLE 

KPIVKSEEIPKEQKS]WyKIVGKTHDDrVHDDDKI)VLVKYYATWCIHS^ 

VLASDESVRDKILIAEVDSGAlSnDILSFPWGYPTIALYPAGNNSKPIIFl^ 

FIKESGTHHIDGQAIYDKLHQAKDSEVSTEDTVHDEL 

YDR519W, 908 bp, CDS: 501-908 (SEQ ID NO 77) 

GGGGCAAATGATATCTTAAGTTTTCCTGTGACAGGATATCCAACCATTGCTTTGTATCCT 
GCCGGAAATAACTCTAAGCCTATTATCTTCAATAAAATTAGAAATTTGGAAGATGTTTTC 
GAATTTATCAAGGAATCAGGTACACATCACATTGACGGCCAGGCAATTTATGATAAATTG 
CACCAGGCCAAGGATTCTGAAGTGTCTACTGAAGATACCGTACATGATGAATTATAATCA 
ATAAATAAAGCATATATAATGCACATTTTTAACATCTGATTACTCGCATCGTTTCTGGAA 
GAAAATAGCTAATATTCGTTATTTATGGCATCACGATTATTCTCACCAGTTACCCGTTTA 
TGCTCTTGAAGAGATTTAGCATTACTGCCAGCGCATCTTCAAATACAGGTTTATATGAGA 
CCCATTACTATAACCCTAAGAAGAGAAAAAGGAGTGCTTTCGTTTTCAATCACATTCTAG 
TTTACAGTAATTGAGTCTCGATGATGTTTAATATTTACCTTTTCGTCACTTTTTTTTCCA 
CCATTCTTGCAGGTTCCCTGTCAGATTTGGAAATCGGTATTATCAAGAGAATACCGGTAG 
AAGATTGCTTA-ATTAAGGCAATGCCAGGTGATAAAGTTAAGGTTCATTATACAGGATCTT 
TATTAGAATCGGGAACTGTATTTGACTCAAGTTATTCAAGAGGCTCTCCTATCGCTTTTG 
AACTTGGCGTTGGCAGAGTAATTAAAGGTTGGGATCAAGGTGTTGCCGGCATGTGCGTTG 
GCGAAAAAAGAAAGCTGCAAATTCCAAGTTCTTTGGCCTACGGAGAAAGAGGTGTCCCAG 
GCGTCATTCCTCCAAGTGCTGATTTGGTGTTTGATGTCGAATTGGTAGACGTGAAATCAG 
CCGCCTAG 

YDR519W, 13 5 aa (SEQ ID NO 78). 

MMFNIYLFVTFFSTILAGSLSDLEIGXIKRIPVEDCLIKAMPGDKV^^ 

FDSSYSRGSPIAFELGVGRVIKGWDQGVAGMCl^GEKRKLQIPSSLAYGERGVPGVIPPSA 

DIiVFDVELVDVKSAA 

YER102W, 1103 bp, CDS: 501-1103 (SEQ ID NO 79) 

cgagcttgccagcattccaatgcccatcgtattgtactcaatggtgaaacttaccaccat 
attgttaaaagctattatttatgatttttacttaccaaacattgaaaggagactgaacac 
accacgataaaacgtatgttctgatacccagcaaatgagaaagtagaaggagaaacctaa 
aaacctgtggcggtcaagactgctagcaagatggatatttagatcataaattctaacgca 
tgcatcctgagcaatgaaatcatgcaacctaacatttgaggttaatatatgagaattaac 
tagcgttgaggaggtactgcaatttaaajilgaccgaagaattatcgatgcaaggaaaaatg 
ggtctaggatgaatacgagcaattgaaatacaJtttggaataccttgtgaaaatatcacat 
actttcgccttctatctcgatgcgttattacaagaaaatagttttactaacaaattaaca 
aaaattaaaatagtgtaaa-aa-tgggtatttctcgtgattctcgtcacaaaagatcagcca 
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AAGGTGTCCACGACTCTGCCGAAAAAGGCAAGGATAACGCTGAAGGTCAAGGTGAATCTT 
TGGCAGACCAAGCTAGAGATTACATGGGAGCCGCCAAGTCCAAGTTGAACGATGCCGTCG 
AATATGTTTCCGGTCGTGTCCACGGTGAAGAAGACCCAACCAAGAAGTAA 

YFL014W, 109 aa (SEQ ID NO 84) 

MSDAGRKGFGEKASEALKPDSQKSYAEQGKEYITDKADKVAGKVQPEDNKGVFQGVHDSA 
EKGKDNAEGQGESLADQARDYMGAAKSKLNDAVEYVSGRVHGEEDPTKK 

YFL015C, 995 bp, CDS: 501-995 (SEQ ID NO 85) 

GACCTTCAGCGTTATCCTTGCCTTTTTCGGCAGAGTCGTGGACACCTTGGAAGACACCCT 
TGTTGTCTTCTGGTTGAACCTTACCAGCGACCTTGTCGGCCTTGTCAGTGATGTATTCCT 
TACCTTGTTCAGCGTATGACTTTTGAGAGTCTGGCTTCAAAGCTTCAGAAGCTTTTTCAC 
CGAATCCTTTTCTACCTGCGTCAGACATTGTTGTATTTAGTTTTTTTTGTTTTGAGTTGT 
TTGTTTGAGATTATCGAATAATCAGATGGTTTTTTTTTCTATATATTAGAGAGAGATTAA 
ATAAGATCAAACGCAATTGAGGAAGTAGAACGCAATTCACCGTCCTATTTATACGTTTTA 
ATATAGATTTAGAGAAAGACCTTTCAGATCAAGAGGGGGACGACCGGAACCTCAAAGTTG 
ACCAAACGATTTTCCAGGGGCTGTAGATCTAGTTACTCTCCGTCTAGAGTGCTTCTGGTC 
TGTGTTTGTGGGTTGTATTAATGCTTGCGTATACCTTTCCTTCTTTCAATTTCTACGTCA 
ATGGGTTTTTTTCCTTCCTTTTCCTTTTCCTTTTCCTTTTCCCCTCTTTACTACGTTTCT 
-ATGTTATTTTGTGCCGCCCCCTGCAAGTTGCAACATATCCCCTTAACAGATGCCAGCAAT 
ATTCTAGTCTTGCTATTTTTACCGCCTGTGGCTTTTGGCTTCTAGTCCTTGTCCCAAGAG 
CCAAGGGCCCGTCAACACGTCGTCATTGCTACCGCCAGCTGGCACCCACACATCACCGAC 
GCTTTTTTTCCATTTTCGGCTGGGCCGTTAGTGGGATCCGCCCGCTCCCGGAGATTTTCA 
CTTGGATTTGCGCGTCCCCTTTTTTTCTTCATTCTCTGACTCCCCC.TACCTTCTCCCACT 
TTTCTGTGTATCAAGAGGAAAAGAAGGAGAAAAGGAGAACTCCGAAAAATACCGAACAAG 
AGGGTAACAGAATGTGCATTTGGATGAGCGGGTAA 

YFL015C, 164 aa (SEQ ID NO 86) 

MLAYTFPSFNFYVNGFFSFLFLFLFLFPSLLRFYVILCRPLQVATYPLNRCQQYSSLAIF 
TASGFWLLVLVPRAKGPSTRRHCYRQLAPTHHRPFFSIFGWAVSGIRPLPEIFTWICASP 
FFLHSLTPPTFSHFSVYQEEKKEKRRTPKNTEQEGNRMCIWMSG 

YFR022W, 2702 bp, CDS: 501-2702 (SEQ ID NO 87) 

CTGCCTTCCGTACGTCACAACGCATACACAATATAGTTTATATAAACTCCTGCGTATAAT 
CTATCCTTTTGCATAATATTTTCGTCACCATTATCTTGTTGCGGTGTTTTTATTTAAAAC 
AATAGAACTCGCCTAAAGGGGAAATTTTCGATATAAAAATTCAAAAAAATGGCTTTCATG 
GATCGAGTATTTGTTTGTCGAAAAAGGATCACTGGAGTGACGTTACTACGCTACGAAGCC 
TCCTTCCGGCTTAGCCCTGTTGATTACGAATTTGGATCAGTTGGTATTTGATTCCTCGGA 
AGAGTTAACTTCACGCGGGTAAATCACTTGTGATGCGGTATATTCTCTATACGGCTAATA 
GATGAATCAGGGTGTTTTAAAGTGCGTATAAACCCTTTTGCTATTTTCGTTTATATAATT 
GGCGTTGATAAAGAGCCAATATCTATTGTTGCTACATAGAGGCAGCTCTCTTAGCAAAAT 
AAAAATACAAAAAGTTCGACATGGGCTTCAGTAGCGGTAAATCAACTAAGAAAAAGCCTC 
TGCTTTTCGATATCAGACTTAAAAATGTTGACAACGATGTAATACTCCTCAAAGGTCCTC 
CAAACGAGGCCCCCTCGGTGCTTTTATCTGGTTGCATCGTTTTATCGATTAACGAACCCA 
TGCAGATCAAAAGCATATCATTGAGACTTTATGGG7VAGATACAAATAGACGTACCATTAG 
AGAGGCCCCAGGACGCTAGTTCTTCGTCGTTGTCTTCATCGCCGCCAAAGATCAGAAAGT 
ACAACAAAGTTTTTTATAATTACGCATGGGATAATGTTAACCTCAAGGAGTATCTGAGTG 
GTTTAAGAGGGCAATCTGGCCTTGCGGGCAGTAGCTCATCAAGTAATATCTTGGGCACTC 
GCCAAAGAGCTCAGTCCACAAGTTCCTTGAAGTCTTTAAAGGGGTCCTCCTCACCCTCTT 
CATGTACTTTAGATAAGGGCAACTACGATTTTCCCTTTAGTGCTATTTTGCCTGGTTCGT 
TACCAGAGAGCGTAGAATCTTTGCCAAATTGCTTCGTGACATATAGCATGGAATCCGTTA 
TTGAACGCAGCAAAAATTATAGTGATTTGATCTGTAGGAAAAATATTAGAGTTCTGAGAA 
CCATTTCACCCGCAGCAGTGGAGTTATCAGAAACTGTTTGTGTAGATAACTCATGGCCCG 
ACAAAGTGGATTATTCTATTTCAGTACCCAACAAAGCCGTAGCTATTGGTTCAGCCACCC 
CTATAAATATTTCCATTGTACCTCTTTCGAAAGGTTTGAAATTGGGCTCAATCAAAGTCG 
TATTATTTGAGAATTATCAATATTGTGACCCCTTCCCTCCAGTAATTTCTGAAAATAGGC 
AAGTGACAGAACTAAATCTTGAAGATCCCTTGAACGAGTCATCTGGAGAATTTAATGGTA 
ATGGTTGCTTTGTAAATAACCCCTTTTTTCAGCCTGATCATTCATTCCAAGACAAGTGGG 
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AGATTGATACCATCCTGCAAATCCCGAACAGCTTATCAAACTGTGTGCAAGATTGTGATG 

TCCGCTCTAACATTAAGGTTCGCCATAAGCTCAAATTTTTCATCATCCTAATTAACCCAG 

ATGGTCATAAATCTGAGTTAAGAGCGTCCTTACCGATTCAACTTTTTATTTCACCATTTG 

TGGCACTTTCAATAAAACCATTGTCATCCTCGAATTTGTATTCGCTTTTTAGCACCACTA 

ACCAGAAAGACGA7VAACTCATCACAAGAAGAGGAAGAGGAATATCTGTTTTCTAGATCAG 

CATCAGTCACAGGGTTGGAATTATTAGCGGATATGCGTAGCGGTGGCTCTGTTCCTACCA 

TTTCAGACTTGATGACGCCCCCAAATTATGAAATGCACGTATATGATCGTCTTTATAGCG 

GTTCTTTCACTCGCACGGCTGTGGAAACGTCTGGAACATGTACTCCTTTGGGAAGCGAAT 

GTTCGACTGTCGAGGATCAGCAACAGGATTTAGAAGATTTACGTATACGGTTGACAAAAA 

TTAGAAATCAACGTGACAATCTAGGGCTACCACCGTCTGCCTCGTCTGCTGCCGCTTCCA 

GATCGCTATCTCCATTACTAAACGTTCCAGCACCAGAGGATGGCACGGAGAGAATCTTAC 

CTCAGAGTGCTCTTGGTCCCAATAGTGGCTCTGTGCCAGGAGTACATAGTAACGTATCAC 

CTGTTTTACTTTCAAGATCCCCAGCCCCAAGCGTGTCAGCCCATGAAGTGTTACCAGTGC 

CCTCGGGCTTAAATTATCCAGAGACTCAAAACCTGAACAAGGTTCCATCGTATGGCAAGG 

CAATGAAATATGATATCATTGGTGAGGACCTTCCTCCTTCCTACCCTTGTGCGATACAAA 

ATGTGCAACCAAGAAAACCCAGTAGGGTACATTCCAGGAACTCTTCGACAACATTGTCAT 

CTTCTATACCAACTAGCTTTCATTCCTCTAGTTTTATGAGTAGCACTGCTTCCCCTATTT 

CCATAATTAATGGCTCTAGAAGTAGTTCTAGTGGGGTATCTCTTAATACACTTAATGAGT . 

TA^^lCTTCGAAAACTTCGAATAACCCATCCAGTAATAGTATGAAAAGGTCACCAACAAGAC 

GGAGGGCTACTTCTTTAGCTGGGTTTATGGGAGGTTTTCTATCAAAGGGTAACAAACGAT 

AG 

YFR022W, 73 3 aa (SEQ ID NO 88) 

MGFSSGKSTKKKPLLFDIRLKNVDNDVILLKGPPNEAPSVLLSGCIVLSINEPMQIKSIS 

LRLYGKIQIDVPLERPQDASSSSLSSSPPKIRKYTvTKVFYNYAWDMVNLKEYLSGLRGQSG 

LAGSSSSSNILGTRQRAQSTSSLKSLKGSSSPSSCTLDKGNYDFPFSAILPGSLPESVES 

LPNCFVTYSMESVIERSKNYSDLICRKNIRVLRTISPAAVELSETVCVDNSWPDKVDYSI 

SVPNKAVAIGSATPINISIVPLSKGLKLGSIKWLFENYQYCDPFPPVISENRQVTELNL 

EDPLNESSGEFNGNGCFVNNPFFQPDHSFQDKWEIDTILQIPNSLSNCVQDCDVRSNIKV 

RHKLKFFIILINPDGHKSELRASLPIQLFISPFVALSIKPLSSSNLYSLFSTTNQKDENS 

SQEEEEEYLFSRSASVTGLELLADMRSGGSVPTISDLMTPPNYEMHVYDRLYSGSFTRTA 

VETSGTCTPLGSECSTVEDQQQDLEDLRIRLTKIRNQRDNLGLPPSASSAAASRSLSPLL 

NVPAPEDGTERILPQSALGPNSGSVPGVHSNVSPVLLSRSPAPSVSAHEVLPVPSGLNYP ' 

ETQNLNKVPSYGKAMKYDIIGEDLPPSYPGAIQNVQPRKPSRVHSRNSSTTLSSSIPTSF : 

HSSSFMSSTASPISIINGSRSSSSGVSLNTLNELTSKTSNNPSSNSMKRSPTRRRATSLA • 

GFMGGFLSKGNKR 

YGLOllC, 1259 bp, CDS: 501-1259 (SEQ ID NO 89) 

AGACAATAAAATATGGAAAATAAAACGCTTAGCACAGCAGTCAATGAAATACTCTGATAT 
ATTTTGACTCTGTGGAGCATACAGCTACCACTAAATAGGATTGTGGGGACAAATATGGAA 
TGGATCAAAACGTTCTTAGGATTGTGGTGGTAA^ACTTGTAAAATCCAAGCTGAGATCTT 
AAATCCAGCAAACCTTCGCCCATATTTATTCTTTTATAACAGAAGAAGAGACTATATTCT 
CAAAACCTCGTATATTTATATACATATCCTCCAAACAAACTCCCAAGTTTCACTTTCCTG 
GATTTACCTTGGCATTCCTTTTCCCCATCCTCTTATAATGGTAATCGCGATCCTTAATTA 
TGATATCACAATAGACGAAGGGCACACACCAATTTGCCACCGTAAGGATAGAGTAAGTTA 
AATGGCTAACTCATTATAATCTTCATGCTAAATCATATAAGGGCAGAGACGAAGCAAAGC 
GAAAAAAACATATTACAATCATGTCGGGTGCTGCTGCTGCATCTGCTGCTGGTTATGACA 
GGCACATCACTATCTTTTCCCCCGAGGGTGGTTTATATCAAGTAGAATATGCCTTTAAAG 
CGACTAATCAAACTAACATAAACTCACTAGCGGTCAGAGGTAAAGATTGTACAGTGGTGA 
TAAGTCAGAAAAAGGTCCGTGATAAACTGTTGGATCCAACTACTGTTTCGTATATTTTTT 
GTATTTCAAGAACAATTGGTATGGTAGTGAACGGACCAATACCGGATGCAAGAAATGCGG 
CCCTAAGAGCCAAGGCTGAGGCTGCAGAATTCCGTTATAAATATGGTTATGATATGCCAT 
GCGATGTATTGGCTAAGAGAATGGCTAACCTTTCCCAAATCTATACTCAAAGAGCATATA 
TGAGACCATTAGGTGTTATACTCACATTTGTTTCGGTAGATGAAGAATTGGGTCCCTCCA 
TTTACAAAACTGACCCTGCAGGTTATTACGTTGGCTACAAAGCTACTGCGACAGGACCAA 
AACAACAGGAGATCACAACAAACTTAGA?y^CCATTTCAAAAAGAGTAAAATCGACCATA 
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TTAATGAAGAATCATGGGAGAAGGTGGTAGAATTTGCTATTACTCATATGATTGACGCAC 
TGGGTACCGAATTTTCAAAGAATGACTTGGAAGTCGGTGTCGCTACAAAGGACAAATTCT 
TTACCTTGAGTGCTGAGAACATCGAAGAAAGGCTAGTAGCAATTGCTGAACAAGATTAA 

YGLOllC, 2 52 aa (SEQ ID NO 90) 

MSGAAAASAAGYDRHITI FSPEGRLYQVEYAFKATNQTNINSLAVRGKDCTWI SQKKVP 
DKLLDPTTVSYIFCI SRTIGMWNGPI PDARNAALRAKAEAAEFRYKYGYDMPCDVLAKR 
MANLSQIYTQRAYMRPLGVILTFVSVDEELGPSIYKTDPAGYYVGYKATATGPKQQEITT 
NLENHFKKSKIPHINEESWEKWEFAITHMIDALGTEFSKNDLEVGVATKDKFFTLSAEN 
lEERIiVAIAEQD 

YGL031C, 968 bp, CDS: 501-968 (SEQ ID NO 91) 

CCAAGTTAAGCAAGACACCAAGACAATAACTTGAGAGGTATGTCCCTATATGATGATGAT 
TCATAATTAATGGCGACCGAGGGCAGCGTTGTGCTAGAAAGCAATGTATTAATATATGAG 
AGAGCTTCAGATAGCCAATACACCGGAATTTAGACTTTGACAGGATTGTGGCTTGTTCCA 
GTATAACTTATAATATATGTCAACCTTTGAGCAGGAAACCCAATGAAAATGCTTCATTAC 
ATATATACGATATGGAGAAGCATGAAAAATAACAGCGTGAGATGTTATCCATGTTGCAAG 
AACCTAGTAAAATGAATTCTGAATTTGCAAAAAGTCCATATTTCCACGTTCTCCTCTTCC 
TACAATTTTGCGAACGCCTGAACAACCATGCGGATTACCATTATTTATATTGACAAGATG 
GCTACCTATGAAAAGCATAGACTTACTAACATTTTTTTTTTCAAATATGTTTGAAAAACG 
TGGATTAATATAGTGATAAAATGAAGGTTGAAATCGATTCTTTTTCAGGTGCCAAAATCT 
ACCCAGGCAGAGGTACCTTGTTTGTCCGTGGTGACTCCAAAATCTTCAGATTCCAAAACT 
CCAAATCTGCCTCTTTGTTCAAGCAAAGAAAGAACCCAAGAAGAATCGCTTGGACTGTCT 
TATTCAGAAAGCATCACAAGAAGGGTATCACCGAAGAAGTTGCTAAGAAGAGATCTAGAA 
AAACCGTTAAGGCCCAAAGACCAATTACGGGTGCTTCTTTGGACTTGATCAAGGAAAGAA 
GATCTTTGAAGCCAGAAGTTAGAAAGGCTAACAGAGAAGAAAAATTGAAGGCCAACAAAG 
AAAAGAAGAAGGCTGAAAAGGCTGCTAGAAAGGCTGAAAAGGCTAAGTCTGCTGGTACTC 
AAAGTTCTAAGTTCTCCAAGCAACAAGCTAAGGGTGCTTTCCAAAAGGTTGCTGCTACTT 

CTCGTTAA 

YGL031C, 155 aa {SEQ ID NO 92) 

MKVEIDSFSGAKIYPGRGTLFVRGDSKIFRFQNSKSASLFKQRKNPRRIAWTVLFRKHHK 
KGITEEVAKKRSRKTVKAQRPITGASLDLIKERRSLKPEVRKANREEKLKANKEKKKAEK 
AARKAEKAKSAGTQSSKFSKQQAKGAFQKVAATSR 

YGL032C, 764 bp, CDS: 501-764 (SEQ ID NO 93) 

CTCCCATATTTTTTTATTCACAGGCTAGACAATGGTAATGGTGCTTTAGATGATTTCAGT 
GGATTACATTCGCACAATAGAATAAATGACTAATTTTCAAGAATTTGTTTCAACCTGCCG 
GCATTCAGTTATTATAAGTTATTGTTTGATGGTAAAACTTCGCCATCACCGGTTGCTGCG 
TTTATTGCAAAATTACTGAAACCATGTAATTTCCGAATACGGTAATTACACGCAGTTTGA 
AATTTGACATGCAAGTTTAACAAAAAAACTTCTGTCCGCATCTAAAGCTTAATTAAGGGA 
CTGTTTCATACCTTCAGATCCAATATACTGAATATCAGGCAATTGATTTCCCTTGTAAAT 
ATACAATATAAATAGTTGTAAGAAGAGGTGATATGTTAAGTTTCCATTTTGACGTATTCC 
TCATTCTAGAATGATTGTAAGCTCTCAACAGTCACTTGTGTGCCAAAATATTATACCTAC 
TTCATACATTTTCAATTAAGATGCAGTTACTTCGCTGTTTTTCAATATTTTCTGTTATTG 
CTTCAGTTTTAGCACAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAACTTTAG 
AATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAG 
GAGTTTTTGAATATTACAAATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCTCAA 
CAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTGA 

YGL032C, 87 aa (SEQ ID NO 94) 

MQLLRCFSIFSVIASVL.AQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYK 
SVTFVSNCGSHPSTTSRGSPINTQYVF 

YGL043W, 1430 bp, CDS: 501-1430 (SEQ ID NO 95) 

TCGGGATGGTGGGTTGTTCTGTACCCCCGCATTCACACCGCTCTGCCTATTCATTTTATC 
GTTTTCGTCTTTTCTTTCAATGTATTGATAATTAACGTGTCTATGTGATGCTATTGGTAT 
ATAGCCTTTCTTGTATATCCCTCTAACAATTATTACAAGTGTTTCTGTTTAAAGCAAGTG 
CTAGAAGTGACTCGGTTCTCTTAGGAAATTCTAAACGCAAGATTTCTCTTATGGTGATTG 
TAACAATTATGAGATACTTCACTAGCCCACCTTAACTTTACGGACCTTCTTTTGAAACGA 
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TGCTTCGAATGACAACGCCTTTTTGATATATAATATCCAATTTCATTATAGGGAAATTTT 

CAACTCTTACCCGCCCCACTGTGCTGATATGACCAAGTGATCACTCGATGATGGGACTAC 

GTATTGAAAAATATTGAATGAAAAATTACTCAAGCAGCAGAACATTCACAGTGTAGTCAG 

TCCGCATAAGAGCATTCATCATGGATAGTAAGGAAGTACTGGTACATGTTAAGAATCTAG 

AAAAGAACAAAAGTAATGATGCTGCAGTTCTAGAAATCTTACATGTCTTGGATAAAGAAT 

TCGTCCCCACTGAAAAGTTACTGAGAGAAACAAAAGTTGGTGTGGAAGTCAACAAGTTTA 

AAAAATCCACTAATGTAGAGATCAGCAAACTCGTGAAGAAAATGATTAGCTCTTGGAAAG 

ACGCAATTAATAAAAATAAGCGTTCCAGGCAAGCACAGCAGCATCATCAAGATCATGCGC 

CAGGCAATGCAGAGGACAAGACAACTGTAGGTGAGTCCGTGAATGGTGTTCAACAGCCGG 

CCTCCTCCCAGTCAGATGCCATGAAACAAGACAAGTACGTCAGCACTAAACCAAGAAATA 

GTAAGAACGATGGTGTGGATACAGCTATATACCACCACAAATTACGTGATCAGGTACTAA 

AAGCACTCTACGACGTTTTGGCCAAGGAAAGTGAGCATCCACCTCAATCTATTTTGCATA 

CTGCAAAGGCCATAGAAAGTGAAATGAATAAAGTTAACAACTGTGACACCAACGAAGCCG 

CTTACAAAGCCAGGTATCGTATAATTTATTCAAACGTCATATCAAAGAATAACCCAGATC . 

TCAAACATAAAATTGCCAACGGTGATATAACACCTGAATTCTTAGCTACATGCGATGCCA . 

AGGATCTGGCACCAGCGCCCTTAAAGCAAAAGATAGAAGAAATTGCCAAGCAAAACTTAT 

ACAACGCACAGGGTGCCACCATAGAAAGGTCAGTCACCGATAGATTTACATGTGGTAAAT 

GTAAAGAGAAGAAGGTATCTTACTATCAATTGCAAACAAGATCTGCGGATGAACCATTGA 

CCACTTTCTGTACATGTGAAGCATGTGGTAACAGATGGAAATTCTCTTAG : 

YGL043W, 309 aa (SEQ ID NO 96) 
iyroSKEVLVHVKNLEKNKSNDA:AV]JEI LHVLPKEF 

ISKLVKKMISSWKDAINKNKRSRQAQQHHQDHAPGNAEDKTTVGESVNGVQQPASSQSDA 
MKQDKYVSTKPRNSKNDGVDTAIYHHKLRDQVLKALYDVLAKESEHPPQSILHTAKAIES 
EmKVmCDTNEAAYKARYRI I YS WI SKNNPDLKHKI ANGDITPEFLATCDAKDLAPAP 
LKQKIEEIAKQNLYNAQGATIERSVTDRFTCGKCKEKKVSYYQLQTRSADEPLTTFCTCE . 

ACGNRWKFS 

YGL102C, 929 bp, CDS: 501-929 (SEQ ID NO 97) 

TGTTACGATCAACATTCTTGTCCGTAATCAGCATGGTAGTTAAACCCATTCTGTACATAT 

GGTCAGATATACTTTGGCATGGGTCAATACCATGGTCAACCCAACCAGTTCTTCTTTGCG : 

TTTTCAAAAGTTGTATAATATTCAAAAACGCTAACTGATAATTTGGGTGAGGTTTCGAAA 

GAATTGCCAT^TCTCCCTAGGTATATTATCTTCTGGCTTCCAGATGTTAACTGCAGTCA 

TTTTGTTTTTCCTGGTCTTTACCTCGAATAGGTTTTCTTGTTTTGTTATTTGTTTTCTTT 

TTGGACCCTATGTTTATATATGGATTTTGAAAATCTTTTAAAAAAGCGATAAAAGCGTTG 

GGATCTGCCACTGGTAACTTCAAAATAGACAAGACGAAAAAACGGTGAAAATGGGTGATA 

GAAATAATACAGAAGTAGATGTTGAATTAGATTAAACTGAAGATATATAATTTATTGGAA 

AATACATAGAGTTTTTGTTGATGCGCTTAAGCGATCAATTCAACAACACCACCAGCAGCT 

CTGATTTTTTCTTCAGCCAACTTGGAGACGAATCTAGCTTTGACGATAACTGGAACATTT 

GGAATTCTACCCTTACCCAAGATCTTACCGTAACCGGCTGCCAAAGTGTCAATAACTGGA ; 

GC AGTTTCCTTAGAAGC AGATTTC AAGTATTGGTCTCTCTTGTCTTCTGGGATC AATGTC 

CACAATTTGTCCAAGTTCAAGACTGGCTTCCAGAAATGAGCTTGTTGCTTGTGGAAGTAT 

CTCATACCAACCTTACCGAAATAACCTGGATGGTATTTATCCATGTTAATTCTGTGGTGA ■ . 

TGTTGACCACCGGCCATACCTCTACCACCGGGGTGCTTTCTGTGCTTACCGATACGACCT : 

TTACCGGCTGTACAAAAAAAATATTGTAA 

YGL102C, 142 aa (SEQ ID NO 98) 

MRLSDQFNNTTSSSDFFFSQLGDESSFDDNmiWNSTLTQDLTWGCQSVNNWSSFLR 
FQVLVSLVFWDQCPQFVQVQDWLPEMSLLLVEVSHTNLTEITWMVFIHVNSVVMLTTGHT 

STTGVLSVLTDTTFTGCTKKIL 

YGL103W, 1461 bp, exonl : 501-549, intronl : 550-1060, exon2 
1061-1461 (SEQ ID NO 99) 

AACAAGCTATAATATTGTTAAATATAGTTGATCAACAGCATTGTAATGATTACAAGAGAC 
GAGGTGGAATGAACCTTATGAAATGCGTATTATATATAAACTGTAATAAGAGCTAAGTTG 
AATTGAAATCTACGATACTTGATGTTGACATTATAGCACTAGTTCCCAGGAAACCCTTTC 
GAAAAACACAGCAAAAACAAGAGTACTGTAACCAATGTAACATCTGTACACCAGGGACCC 
ACACATTACCAAAATCAAAATTATTTTTCTAATGCCTGTTATTTTTCCTATTTTTCCTCT 
GGCGCGTGAATAGCCCGCAGAGACGCAAACAATTTTCCTCGCAGTTTTTCGCTTGTTTAA 
TGCGTATTTTCCCAGATAGGTTCAAACCTTTCATCTGTATCCCGTATATTTAAGATGGCG 
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TTTGCTTTCTCCGTTGATTTTTTTCCTTCTTAGTGATTTTTTTGCATTAAATCCCAGAAC 
AATCATCCAACTAATCAAGAATGCCTTCCAGATTCACTAAGACTAGAAAGCACAGAGGTC 
ACGTCTCAGGTATGTAGTTCCATTTGGAAGAGGGAATGAAAGAACCAAGACGGTGACTTT 
^prprprpTTAGTGTTGTGCAACCAATATGTCGTGTGTATATCATGGTACAGGAGAATGTCAAT 
CAGCTAAGTGTACTCAACATATTTCTTTGTGTTTTGATTGCGAACTTTGTATTACCATCT 
CACTGTTGAGACGGCTTATTTGAGGTAATAGCTCGAGTAAATGTACTCTTCCATCGCAAA 
CTGAGCAAAAAGAAAGTGTGCATAGCCTTTGTCATACTTCTCCTTTATTATACCATGATA 
TTCAGAACAGTCATACTGTCTACTCATTTTACGGCTATAAAAGGTAACTTTCATTTAGAT 
TATGGAAAGCACTAATTATCGCTGTATCAAATGGTTGTAGAGAGCGCAATTATGAAAAAG 
AGTTACCACGTTTCTTTTGTTTCGATAAAATGTCCAGTTGAAAACCTGTTTTACTAACGA 
TTTAAAAATTGTATTTCATTACAATATTTTTTTTGTACAGCCGGTAAAGGTCGTATCGGT 
AAGCACAGAAAGCACCCCGGTGGTAGAGGTATGGCCGGTGGTCAACATCACCACAGAATT 
AACATGGATAAATACCATCCAGGTTATTTCGGTAAGGTTGGTATGAGATACTTCCACAAG 
CAACAAGCTCATTTCTGGAAGCCAGTCTTGAACTTGGACAAATTGTGGACATTGATCCCA 
GAAGACAAGAGAGACCAATACTTGAAATCTGCTTCTAAGGAAACTGCTCCAGTTATTGAC 
ACTTTGGCAGCCGGTTACGGTAAGATCTTGGGTAAGGGTAGAATTCCAAATGTTCCAGTT 
ATCGTCAAAGCTAGATTCGTCTCCAAGTTGGCTGAAGAAAAAATCAGAGCTGCTGGTGGT 
GTTGTTGAATTGATCGCTTAA 

YGL103W, 149 aa ( SEQ ID NO 100) 

MPSRFTKTRKHRGHVSAGKGRIGKHRKHPGGRGMAGGQHHHRINMDKYHPGYFGKVGMRY 
FHKQQAHFWKPVLNLDKLWTLIPEDKRDQYDKSASKETAPVIDTLAAGYGKILGKGRIPN 
VPVIVKARFVSKLAEEKIRAAGGWELIA 

YGL130W/ 1880 bp, CDS: 501-1880 (SEQ ID NO 101) 

TTTTGGTACTTGAATTTCTCGTTTCTACTAGCTGGATTGCTTGTCCTTTTACAATTCCTG 
GGAGTTTGGCTATTGCTACCCTTGGTCTTAGCACCACTTTTTTCCGCTATTTGTATTTGT 
TGAACTAATTTAGTATCTATTTCCATTTCATTATAATTCACGTTTTTAGCAGCCTCTCTT 
CTTCTAGGTAATTGGAAATCTTCTTCTTTAGGCATAGCGTGACCAGCTGAAAGGCAGATG 
ATCTCAATATGTCCCGATAGGCCAATTTTGCCACCAGATAGTTCGATGGCATTTTATTTT 
TAGTCCTTTTGAAAGCAATATCATAAAATATATATAGTTCTCCATGATGTTCGGGTCAGT 
CGCTCCGAAGCGTAACCTAGTATAATAAATAGTTCATTGCAGAAAATAACGAAAGAAATG 
GTGGAATACGATCTGTTATATCTAAACTAAAGCTAACTAACGGAATAAGCAAATACGAAT 
CGACCGCTAATTTAACAAATATGGTTTTAGCAATGGAAAGTAGAGTGGCACCGGAAATTC 
CTGGGCTCATTCAACCTGGGAATGTCACGCAAGACTTGAAGATGATGGTCTGTAAATTAT 
TGAATTCCCCAAAACCTACGAAAACATTCCCTGGTTCCCAGCCTGTGTCCTTTCAGCATT 
CTGATGTGGAAGAGAAGCTGCTTGCGCATGATTACTACGTTTGTGAGAAAACAGATGGTC 
TGCGGGTGTTGATGTTTATAGTGATAAATCCTGTGACGGGTGAGCAAGGATGCTTTATGA 
TTGATAGGGAAAATAACTATTATCTGGTTAATGGATTTAGGTTTCCCAGATTACCCCAAA 
AGAAGAAAGAAGAGCTGCTAGAGACTCTTCAAGATGGCACCTTATTAGATGGTGAACTTG 
TCATACAAACTAACCCAATGACAAAATTACAAGAGTTGCGTTATTTAATGTTCGATTGTC 
TTGCTATCAATGGTAGATGTCTCACACAATCACCAACAAGTTCTAGACTAGCCCACCTTG 
GAAAAGAATTTTTTAAACCATACTTCGATTTAAGAGCAGCGTACCCTAATCGTTGTACTA 
CTTTTCCGTTCAAAATTTCCATGAAACATATGGATTTCAGTTACCAATTAGTAAAAGTTG 
CTAAAAGTTTAGATAAACTACCACATCTTTCTGATGGTCTGATATTTACTCCTGTGAAGG 
CACCTTACACTGCCGGCGGAAAAGATTCATTGTTATTAAAATGGAAGCCAGAACAAGAAA 
ACACCGTGGACTTCAAATTGATTTTAGATATCCCAATGGTGGAGGATCCTTCTTTGCCTA 
AAGATGATCGGAACAGGTGGTATTACAATTATGACGTTAAGCCAGTTTTCAGCTTATATG 
TCTGGCAAGGCGGAGCTGATGTCAATTCACGTTTAAAACATTTCGACCAGCCTTTCGATA 
GGAAGGAATTTGAAATATTAGAAAGAACATACAGAAAATTTGCAGAGTTGAGCGTTTCAG 
ATGAGGAATGGCAAAATTTGAAGAACCTAGAACAGCCATTAAATGGTAGAATAGTAGAGT 
GCGCAAAAAACCAAGAGACTGGGGCGTGGGAAATGTTAAGATTCAGGGATGATAAGTTAA 
ATGGTAATCATACATCGGTGGTCCAGAAAGTTTTGGAGAGTATCAACGATTCAGTTTCAT 
TGGAGGACCTCGAGGAAATTGTTGGTGATATTAAAAGGTGCTGGGACGAGAGAAGAGCAA 
ATATGGCTGGTGGTAGTGGGAGACCACTACCGTCTCAAAGTCAAAATGCGACATTATCTA 
CCTCTAAGCCAGTCCATTCACAGCCCCCAAGTAATGATAAGGAGCCAAAATATGTAGACG 
AGGATGATTGGTCGGATTAG 

YGL130W, 459 aa (SEQ ID NO 102) 

MVLAMESRVAPEIPGLIQPGNVTQDLKMMVCKLLNSPKPTKTFPGSQPVSFQHSDVEEKL 
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LAHDYWCEKTDGLRVLMFIVINPVTGEQGCFMIDRE]SnS[YYLWGFRFPRLPQKKKEELL 
ETLQDGTIiLDGELVIQTNPMTKLQELRYLMFDCLAINGRCLTQSPTSSRLAHLGKEFFKP 
YFDLRAAYPNRCTTFPFKISMKHMDFSYQLVKVAKSLDKLPHLSDGLIFTPVKAPYTAGG 
KDSLLLKWKPEQENTVDFKLI LDI PIWEDPSLPKDDRKRWYYNYDVKPVFSLYVWQGGAD 
VNSRLKHFDQPFDRKEFEILERTYRKFAELSVSDEEWQNLKNLEQPLNGRIVECAKNQET 
GAWEMLRFRDDKLNGNHTSWQKVLESINDSVSLEDLEEIVGDIKRCWDERRANMAGGSG 
RPLPSQSQNATLSTSKPVHSQPPSNDKEPKYVDEDDWSD 

YGL147C, 1076 bp, CDS: 501-1075 (SEQ ID NO 103) 

CAATATTATAGTTACTACCTATTTGATTATTAAGATCAAAAGTAATCCTTCATCTCATAT 

CAAAAAGAAAGGTTTGTAAAAGAGCATTGGGCAGAGAGTATTTGTCCTGCGTATAGAGGA 

GAAAAAATTGTACTGATGCTAATTTTGGTGTCGTTCTTCTTTTTTATTTTGTAAGACTGT 

TTTCCAGAAATGTTTGGGTTTATTTTTTAATTTTTTGAAACATTTTTTTCATCCTTTCTC 

ATTTTGTCATTTCATTTTTCTGTGGAAAATTTCACTGACGCGAAGAAGCGATGAAATTTC 

CAACATCCTCCCATCATCCCAATATTGGCATACACACACATGCAGCACAGCGGAACTGCG 

GAGGTCAGAGGCAATGTGGCAGAGACGCTGGCGCGCCTGTATTGTATAATAGTATATTTT 

ACACTCAATTCAATTTTTTGATATTAAATTAGTGTGTAAAAAGCTTCTGAAATCAAGAAG 

CCCGTACCAGAAGTTCAATCATGAAATACATCCAAACTGAACAACAAATCGAAGTCCCAG : 

AAGGTGTCACTGTCAGCATCAAGTCCAGAATCGTCAAGGTTGTTGGTCCAAGAGGTACTT 

TGACCAAGAACTTGAAGCACATTGATGTTACCTTCACCAAGGTCAACAACCAATTGATCA 

AGGTTGCTGTTCACAACGGTGGCAGAAAGCACGTTGCTGCTTTGAGAACCGTCAAGTCTT 

TGGTTGACAACATGATCACTGGTGTCACCAAGGGTTAGAAGTACAAGATGAGATACGTCT 

ACGCGCATTTCCCAATCAACGTCAACATTGTTGAAAAGGATGGTGCCAAATTCATTGAAG ; 

TCAGAAACTTTTTGGGTGACAAGAAGATCAGAAACGTTCCAGTTAGAGATGGTGTTACTA . 

TCGAATTTTCCACCAACGTTAAGGACGAAATTGTCTTGTCAGGTAACTCTGTCGAAGACG . 

TTTCCCAAAACGCTGCTGACTTGCAACAAATCTGTCGTGTCAGAAACAAGGATATCCGTA ; 

AATTTTTGGACGGTATCTACGTTTCTCACAAGGGTTTTATTACTGAAGATTTATAA 

YGL147C, 191 aa (SEQ ID NO 104) 

MKYIQTEQQiEVPEGVTVSIKSRIVKWGPRGTLTKNLKHIDWFTKVNNQLIKVAVHNG 
GRKHVAALRTVKSLVDNMITGVTKGYKYKMRYVYAHFPINVNIVEKDGAKFIEVRNFLGD 
KKIRNVPVRDGVTIEFSTNVKDEIVLSGNSVEDVSQNAADLQQICRVRNKDIRKFLDGIY • 
VSHKGFITEDL 

YGL213C, 1694 bp, CDS: 501-1694 (SEQ ID NO 105) 

AATCAAAACGATCGTTATACAATTCATTGAGGAACCTCTCTAGTCCGATCCGTCTTTCAT 

CGATCATTTCCGGATCATCATATCTTCTTTGCCACCTGCTGTCCAATACACCGGGCTTTT : 

CAGGGAAGTCATATGGGATGGTGCTTCCTACATCTCTCTCCAATCGTGTCTTCAGTTTCC 

AAAACTCGGAATACCTTTTGTAAAGGCGCTTGTTTGGTGTACTAACACCGTATAAAACAT 

ACTTGGGGTTGATTTTAACATCGTCCACCTTGATTCTTAACTTTTCACTCATTTTCCCTA 

CAGAATTAGCTGCCATCAATATCAATTATCAACCCTTATATGACTTTATTGTTTTTGTTT 

TTGTTGGCTAATTAATTGATACAAATCTTTAGGCGAAAAATAAAAAAAATATAAAGTAAA 

GAAGGAAAAATTAGGCGATATTAAAACAAATCTAAAATAAAGACAAGAAACGAAAAAGAG 

GTTAATCAAGTATTGGAAAAATGTCCAAAGTGTTTATTGCCACAGCAAATGCAGGTAAAG 

CTCATGACGCTGATATTTTCTCGGTTTCTGCTTGCAATTCATTTACGGTAAGTTGTTCAG 

GTGACGGTTACTTAAAGGTGTGGGATAATAAGCTGTTAGATAATGAAAATCCAAAAGATA 

AGTCATATTCTCACTTTGTCCATAAGTCCGGATTGCACCATGTCGATGTCTTGCAAGCTA 

TTGAGAGAGATGCATTTGAATTATGCCTTGTTGCTACCACTTCATTTTCTGGCGATTTAC 

TCTTCTATCGTATCACTAGAGAAGATGAGACTAAAAAAGTTATATTCGAGAAATTGGATC 

TTCTAGACTCAGACATGAAAAAGCATTCCTTTTGGGCATTAAAATGGGGTGCCTCAAATG 

ACAGACTACTTTCCCATAGGCTGGTTGCTACAGACGTCAAAGGGACCACTTACATTTGGA 

AGTTTCACCCGTTTGCAGATGAGTCAAATTCTTTAACACTAAATTGGAGCCCCACGTTAG 

AATTACAAGGCACTGTCGAATCGCCTATGACTCCAAGTCAATTTGCCACTTCTGTGGATA 

TCTCTGAACGAGGACTAATTGCCACAGGTTTTAATAATGGAACAGTACAAATTTCAGAAC 

TATCTACATTACGCCCGTTGTACAATTTTGAATCTCAGCATTCTATGATTAATAATTCGA 

ATTCCATCAGATCGGTGAAATTTTCTCCTCAAGGATCCTTATTAGCCATTGCTCACGATT 

CAAATTCATTTGGTTGCATCACTCTATATGAAACTGAATTTGGTGAAAGAATAGGCTCCT 

TATCCGTACCAACCCATAGCTCGCAGGCAAGTCTGGGTGAATTTGCACATTCTAGCTGGG 

TCATGAGTCTATCGTTTAATGATTCTGGTGAAACATTATGCAGTGCCGGATGGGATGGTA 

AATTGAGATTTTGGGATGTAAAAACAAAGGAAAGAATCACTACATTGAATATGCATTGTG 
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ATGATATTGAAATTGAAGAGGATATCTTAGCTGTTGATGAACATGGAGATTCTTTAGCTG 
AACCTGGTGTCTTTGACGTGAAGTTTTTGAAAAAAGGTTGGAGATCTGGTATGGGAGCTG 
ATTTAAATGAAAGTTTATGCTGTGTTTGTTTAGATAGAAGCATCAGGTGGTTTAGAGAAG 
CTGGCGGTAAATAA 



YGL213C, 397 aa (SEQ ID NO 106) 

MSKVFIATANAGKAHDADIFSVSACNSFTVSCSGDGYLKVWDNKLLDNENPKDKSYSHFV 
HKSGLHHVDVLQAIERDAFELCLVATTSFSGDLLFYRITREDETKKVIFEKLDLLDSDMK 
KHSFWALKWGASNDRLLSHRLVATDVKGTTYIWKFHPFADESNSLTLNWSPTLELQGTVE 
SPMTPSQFATSVDISERGLIATGFNNGTVQISELSTLRPLYNFESQHSMINNSNSIRSVK 
FSPQGSLLAIAHDSNSFGCITLYETEFGERIGSLSVPTHSSQASLGEFAHSSWVMSLSFN 
DSGETLCSAGWDGKLRFWDVKTKERITTLNMHCDDIEIEEDILAVDEHGDSLAEPGVFDV 
KFLKKGWRSGMGADLNESLCCVCLDRS IRWFREAGGK 

YGL235W, 1037 bp, CDS: 501-1037 (SEQ ID NO 107) 

CTGGTTCCAACCATATCTTATGGGAAGATCTATCAGGAAACCTTAGAATCTTAGCTTCGA 
TGGAGGGACAATAGCGGGGGCCTTTGATGGTCGTGTCCTGAATATGAATGGATTGATGCA 
AGTTATTGCGCAAAAAGTCGTGCATTTGAGGTGTGGTATGTGTGCCAAAGCAATCCAGTT 
GCTTCGTGGGTTCGACTGACACGGTTTCATTCAGAAAACTCATAGGGACAGGCAACGCAT 
CTCCCTTCTGGACCTCCAGAGCGCTGAAATCAATGGATTCCTTGGCCAGCCTAGCCGGAG 
TGCCTGTTTTCAAACGCCCTAACTGAAAGCCCACCTCATTTTGTAGAGTATTGCTGATCC 
CATATGTTGGCTGCTCGCCAATTCTTCCTGCTGCAATAGGCTTGTCGCCGATGTGAATTT 
CTGCACTGAGAAACGTACCTGTAGTGATTATGACCTGATCTGCCCCAACCTGGGTACCGT 
CATCCAGAACCACACCTTTGATGACCTTGTGGCCACATCCGGGGTCATACAAGATCTy^GT 
CAGCAACTTTGTTCTGCAGCAGAGACAAGTTGGGGTGTGCTTTCTTGTCGGAAAGTTCCC 
TTTGCATGTATTTCTTATATAACTCTCTGTCTATCTGGGCTCTGGGCCCCCACACAGCAG 
GACCCTTGCTTCTGTTCAGCATTTTGAATTGCACTCCAGCGAGATCAGTTACTTTGCCCA 
TCAGCCCATCGAGAGCGTCGATTTCCTTTACAAGGATGCCCTTACCCACTCCACCAATAG 
AGGGGTTGCACGAACACTTACCAATATCTGTTAACGATGGTGTAATGAGAGTAGTATGCG 
CACCAGTCCTAGATGACGCAGCTGCAGCTTCGCAGCCTGCATGTCCAGCACCGATGACCA 
CGACCTGTGTCTTGGTTGTGGGTTGGAAGCTTGTCAAAGAAGATATGGTCAACCGCCTCC 
TGAGGACCTGTAAGGGAAATGAAGTACACGAAGACGCCAAGGTTGTTACACGCAGCATCG 
TTCTTTGGGGCGTTTAG 

YGL235W, 178 aa (SEQ ID NO 108) 

MTLWPHPGSYKIKSATLFCSRDKLGCAFLSESSLCMYFLYNSLSIWALGPHTAGPLLLFS 
ILNCTPARSVTLPISPSRASISFTRMPLPTPPIEGLHEHLPISVNDGVMRWCAPVLDDA 
AAASQPACPAPMTTTCVLWGWKLVKEDMVNRLLRTCKGNEVHEDAKWTRSIVLWGV 

YGL260W, 731 bp, CDS: 501-731 (SEQ ID NO 109) 

TACCATGGAACACCGGTGATCATTCTGGTCACTTGGTCTGGGGCAATACCAGTCAACATG 
GTGGTGAAGTCACCGTAGTTGAAAACGGCTTCAGCAACTTCAACTGGGTAGGTTTCCGTT 
GGGTGGGCGGCTTGGAACATGTAGTATTGAGCCAAGTGAGCTCTGATATCAGAGACGTAG 
ACACCTAATTCAACCAAATTGACTCTTTCGTCAGACTGAGCTAGAGTGGTGGTTGCGGAA 
GCAGTAGCAGCGATGGCAGCGACACCAGCGGCGATTGAAGTTAATTTGACCATTGTATTT 
GTTTTGTTTTTTAGTGCTGGTATAAGCTTAACAGGAAAGAAAGAAATAAAGATATATTCT 
CAAAAGCATACAGTTGAAGCAGCTCTATTTATACCCGTTCCTCTATCAGTCATCACTACT 
TAAACGATTCGTTAACAGATGCTCATTTAGCACCTCACATATCCTCCATATCTCATCTTT 
CACACAATCTCATTATCACTATGGAGATGCTCTTGTTTCTGAACGAATCATACATCTTTC 
ATAGACTTCGTATGTGGAGTATTGTATTATGGCACTCATGTGTATTCGTATGCGCAGAAT 
GTGGGAATGCCAATTATAGGGTGCCGAGGTGCCTTATAAAACCCTTTTCTGTGCCTGTGA 
CATTTCCTTTTTCGGTCAAAAAGAATATCCGAATTTTAGATTTGGACCCTCGTACAGAAG 
CTTATTGTTAA 



YGL260W, 76 aa (SEQ ID NO 110) 

MEMLLFLNESYIFHRLRMWSIVLWHSCVFVCAECGNANYRVPRCLIKPFSVPVTFPFSVK 
KNIRILDLDPRTEAYC 

YGR085C, 1025 bp, CDS: 501-1025 (SEQ ID NO 111) 

TCCTTACTTTAGTCTATTATCAATATCTCTTCCCCCTCCTAAATATGTACTCTTTTATTT 
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TTTTTAATTGTGAAGGAACAATTCAAGTTAGAACTCTTTTGATAGGAAACATTATTTCCT 
GTGTAGCCTAATGTTTAATGCCTAAfTTTTTTCTAAAATGCAGCAACATACATATGTTGA 
GTCGTATAGACATCTATATATAACAAGCACAGAACCGTCTAATTGGTATTTTTCAGGACA 

TTTTAAACATCCGTACAACGAGAACCCATACATTACTTTTTTTAATATTCTTTTTGTTTT 
CACCGCCTTCTTTTTATTTTTATCCGAAGATCTTTTGGAACCCGCTCTGCGAATAGCGAA 
GCTAGGATACCAAATTGAAACTTGGACATAACTCATCATTAAAGAAGTATACTGTTAAGA 
GAGGCATTCATTTCGTGTATTATAACGTTTAGCATCAGTTACCCTTGAAAGCCCAACATA 
TACAAAAATACGCGTCCAAGATGTCTACTAAAGCCCAAAACCCTATGCGTGATTTGAAGA 
TCGAGAAATTGGTCTTGAACATCTCCGTTGGTGAATCTGGTGACAGATTAACCAGAGCCT 
CCAAGGTTTTAGAACAATTATCTGGTCAAACTCCAGTTCAATCCAAGGCCAGATACACTG 
TCAGAACTTTCGGTATCAGAAGAAACGAAAAAATTGCTGTTCACGTTACCGTCAGAGGTC 
CAAAGGCTGAAGAAATTTTGGAAAGAGGTTTGAAGGTCAAGGAATACCAATTGAGAGACA 
GAAACTTCTCTGCTACCGGTAACTTCGGTTTCGGTATTGACGAACACATTGACTTGGGTA 
TCAAGTATGACCCATCCATCGGTATTTTCGGTATGGATTTCTATGTCGTCATGAACAGAC 
CAGGTGCTAGAGTCACTAGAAGAAAGAGATGTAAGGGTACTGTTGGTAACTCCCACAAGA 
CAACTAAGGAAGACACCGTCTCTTGGTTCAAGCAAAAGTACGACGCTGATGTGCTCGATA 
AATAA 

YGR085C, 174 aa (SEQ ID NO 112) 

MSTKAQNPMRDLKIEKLVLNISVGESGDRLTRASKVLEQLSGQTPVQSKARYTVRTFGIR 
RNEKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSI 
GIFGMDFYWMNRPGARVTRRKRCKGTVGNSHKTTKEDTVSWFKQKYDADVLDK 

YGR118W, 1258 bp, exonl : 501-565, intronl : ' 566-885, exon2 : 

886-1258 (SEQ ID NO 113) 

AGCCATGTCGGTCGCACTAGACTTTTCTTCTCACTGTCACTTACCTGTTTGAAATCATGT 
CCTTTTTTTTTTTGCCATTCTTATACATTTTCTTTCCTTCTGAAATTAACTGTACACCCA 
TACCCTATATACACCCATACCCTATTTTTAAATATAAAAAGTAAACTTCATTTTGAAAGA 
CCACTCTGCATCAGCACGCGGGCTCTGGAAGGAAGAAATGACGTTTCGGCGGAATACCCT 
TTCAGAAGGTCTGCTCTTGTGGCTGGTTCATGGGAGACACCCAGCGGAGCTCCTCCCGAG 
AAAGGCCCCTTCATCTCTGCCGATTGCTGACGGAAAGCAGTAGCGGAGGTTTGAGTTCTC 
TACGCCGAGAGTACACTGCCGTAATATCACAATGTTTGGACTAACGGTTACAGTACGTTA 
AATTAGATACTGCCTATGAATTGACATATTAGATAATGTCAAATTTTACAAAAACCTAAG 
ACAACAGGAAATAAACAAAGATGGGTAAAGGTAAGCCAAGAGGTTTGAACTCTGCTAGAA 
AGCTACGTGTCCACAGAAGAAACAAGTATGTTGACTATTTCAAAATTAAAAAAAACTATC 
AACCCCCTATTGTGATATCGTTTTAGGTGAAGGAAATGTTGTGAGCTCTGGAGTGATAAA 
TTTATCAAGTAACATATCCTGGCGCAAATCAGTTTGGAGAGGCTTAAAATGACACGTCAC 
AGTGATAAAAAGTAATGAATAGTGAACGGTCAGCTTCGGCCATTCTTCCCAATCTATAGT 
GTGGAAAATAAACCTTTTCTTCCCAAAATAACTCAGAAAGTCACAGGAGGCCGTTTTTTA 
- CAACGGAATCATTTTTTTACTAACAGTTTTTTTTTATTATTATAGCCGTTGGGCCGAAAA 
CAACTACAAGAAGAGATTGTTGGGTACTGCCTTCAAGTCTTCTCCATTCGGTGGTTCTTC 
TCATGCCAAGGGTATCGTCTTGGAAAAATTGGGTATCGAATCCAAGCAACCTAACTCTGC 
TATCAGAAAGTGTGTTAGAGTTCAATTAATCAAGAACGGTAAGAAGGTCACTGCTTTCGT 
TCCAAACGATGGTTGTTTGAACTTTGTCGACGAAAATGATGAAGTCTTGCTAGCAGGTTT 
CGGTAGAAAGGGTAAAGCTAAGGGTGATATTCCAGGTGTTAGATTCAAGGTCGTTAAGGT 
CTCTGGTGTCTCCTTGTTGGCTTTGTGGAAAGAAAAGAAGGAAAAGCCAAGATCATAA 

YGR118W, 145 aa (SEQ ID NO 114) 

MGKGKPRGLNSARKLRVHRRNNRWAENNYKKRLLGTAFKSSPFGGSSHAKGIVLEKLGIE 
SKQPNSAIRKCVRVQLIKNGKKVTAFVPNDGCLNFVDENDEVLLAGFGRKGKAKGDIPGV 
RFKWKVSGVSLLALWKEKKEKPRS 

YGR142W, 1733 bp, CDS: 501-1733 (SEQ ID NO 115) 

GGACTACTTTACAGGGTAATGAATATTTGGGCGTTTTTCGCTATTTTAGCATGCTGTAGT 
GTATGTACTGTGCATCGTCATGTAGGACTATTTCAGCCGTATTTTTCTTTTTTTCTTTCG 
CACCGTCTGTGGTTGTAAAGTTACTGACACTTTTTTTTCTAGAAAGTTCCGGAAAATTGC 
GACACTCGGTGGAGCTCGAGAGTTGTATCCAGTTTTCTTGTTCGGCGATATTCCGAACCA 
GGTCGGGTTGGGCTAACAGCCGCCCAGGATGGAAGAATTAAGAATTTCATAGAAGCCTTC 
AGTTCTTGGCGAAGTAAAGTGGCAAAACAAATGGAAGATCTATTGCATTACATATATAAA 
AGCATTAGAACAATCTTTTCTCATTGACAGGTATTCTCATTGCTCTATATATATTTTCTT 
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CTTCTTGAAAGAAATATCAGTATTACAATCATAACAACAACCAAAAGAAAATAACTAATA 
GACCCCATTACAATATAGAAATGTTTTCCATATTCAATTCACCATGTGTTTTTGAACAGC 
TGCCATCTTTTAGTCAGCCCCTACATTCGCGTTATTTTGATTGCAGTTCTCCAGTGAGCT 

ATTATCCAGAATGTAAAAGGAGGAAAGCAATAAAAGCTAACCTAAGAGCTCCAAAAAAAA 
GCGATGCAAATTGTTCAGAACCTTTGAGGTATGCACTTGCTGAAACACCAAATGGTTATA 
CATTAAGCTTGTCTAAGCGGATTCCATATGAACTTTTTTCAAAGTACGTTAATGAGAAAT 
TAGGTGAGCTAAAGGAGAACCATTACAGACCAACTTACCATGTTGTCCAAGATTTTTTTG 
GAAACCAGTATTATGTTGAAGATGAAGCGGATGAAGATGCTCTATTGAGATCTGCATTGA 
AAGATCTGGATTTTAGAGCCATAGGAAAGAAAATTGCTAAGGATCTTTTCCAAGACTACG 
AAATAGAATTGAATCATAGAGGTGATGAATTGAGCATATTGAGTAAGAAGGATAAAATCT 
TTAAGGAATTCTCTCTAGACCAAGTGTTTGAAGATGTTTTTGTTATTGGCTGTGGAGTTG 
AAAACATAGATGATGGCTCGAGAGAAAAATATGCACTTTTAAAGATTGGTTTAGTTAAGC 
ATGAGGAAGAAATTTCCGAAGGTGGCATCAACGAACCAAAGATGCCAATAATTGAATCCA 
AAATAGACGAGTCTCACGATGATGTTAACATGTCTGAATCTTTGAAGGAGGAAGAAGCGG 
AGAAAGCGAAAGAACCACTAACCAAAGAAGACCAAATAAAAAAATGGATAGAGGAAGAAA 
GATTGATGCAGGAGGAAAGCAGAAAATCAGAACAGGAAAAAGCTGCCAAGGAAGATGAAG 
AAAGGCAAAAGAAAGAGAAGGAAGCCAGATTGAAGGCAAGGAAAGAATCTTTGATAAATA 
AGCAAAAAACCAAGAGGTCCCAGCAAAAAAAATTGCAAAATTCCAAATCATTGCCTATCT 
CTGAGATTGAGGCCAGCAATAAAAATAATAATAGCAATTCTGGTTCAGCAGAAAGTGATA 
ATGAAAGTATAAACAGTGATTCTGATACGACTTTGGATTTCTCTGTGTCTGGTAATACAC 
TAAAAAAACACGCTTCACCCCTATTAGAAGACGTTGAGGATGAGGAAGTTGACAGATACA 
ACGAGTCCCTAAGCAGATCTCCCAAGGGAAACTCTATTATTGAGGAGATATAA 

YGR142W, 410 aa (SEQ ID NO 116) 

MFSIFNSPCVFEQLPSFSQPLHSRYFDCSSPVSYYPECKRRKAIKANLRAPKKSDANCSE 
PLRYALAETPNGYTLSLSKRIPYELFSKYVNEKLGELKENHYRPTYHWQDFFGNQYYVE 
DEADEDALLRSALKDLDFRAIGKKIAKDLFQDYEIELNHRGDELSILSKKDKIFKEFSLD 
QVFEDVFVIGCGVENIDDGSREKYALLKIGLVKHEEEISEGGINEPKMPIIESKIDESHD 
DVNMSESLKEEEAEKAKEPLTKEDQIKKWIEEERLMQEESRKSEQEKAAKEDEERQKKEK 
EARLKARKESLINKQKTKRSQQKKLQNSKSLiPISEIEASNKNNNSNSGSAESDNESINSD 
SDTTLDFSVSGNTLKKHASPLLEDVEDEEVDRYNESLSRSPKGNSIIEEI 

YGR236C, 890 bp, CDS: 501-890 (SEQ ID NO 117) 

GAAAAAAGTTTTCGGATGAACCGGATTAATACAAGTAAAATCAGCAAAGATATAGAAGAC 
AAAATAAGCGTGAAAACAATCATAAACCACTCACAACGGGGGTTTTCAGCTGTTACTCCT 
CCATACATACATTTTGATAAAGATATAATGTTATATTTCTTTTCGTAATTTTGTTTTACT 
TCGGTTTGCTCTATAGATTTCATCAGCCGCACCGAAAAGGGAGATCAATAAGGTACCCTT 
TAAAAGGGATAAGAAGCCTACATCACCCCAATAAATGGAGTAATGGCCAGCATTGGATGA 
AGAGAAGAATTACGGGATACTGGGATAACACTGTTAAAAAATGCTTCGCGACGTGAGGGT 
CTTCTTCATATAAATTGAACTGCCAAATCTCTTTCACATTATCCAGGATAGTTTGGAATG 
TGTGTTACTGAAGGATCAGAATCAATAAATACAATCAATACAAATATTTAGCGCATAAAA 
TTCAAACAAAGTTTACTGAAATGAAGTTAGATTCAGGAATATACTCAGAGGCACAAAGAG 
TTGTGAGAACTCCAAAGTTTAGATATATTATGTTAGGGCTGGTGGGCGCTGCTGTGGTAC 
CGACCGCATACATGAGGAGAGGCTATACGGTTCCTGCACATAGCTTAGACAACATCAACG 
GCGTAGACACAACTAAGGCGTCTGTTATGGGTACAGAACAGAGAGCAGCTATGACGAAGG 
GTAAGAGTTTACAAGAGATGATGGATGATGATGAAGTAACGTATTTGATGTTCCTCTTCA 
ATCATGTAAGGGAATTTGTACTTGGTTCCCTGCATTTATGTTCTTTGCATTTTGTTTTCG 
CATTTAATCATAGTACGACAAACGGGGAAGGGGATTGTGATTTTACATAA 

YGR236C, 129 aa (SEQ ID NO 118) 

MKLDSGIYSEAQRVVRTPKFRYIMLGLVGAAWPTAYMRRGYTVPAHSLDNINGVDTTKA 

SWGTEQRAAMTKGKSLQEMMDDDEVTYLMFLFNHVREFVLGSLHLCSLHFVFAFN 

NGEGDCDFT 

YGR277C, 1418 bp, CDS: 501-1418 (SEQ ID NO 119) 

AATCTTTGCGATTGAATTGCTGCACGAACATTAACATTAGTTCTTTTGCTAAAGTTTCTC 
CAATATCTGGAATATCAGAATTTAGCAAGGCAATCAAAGCGGATAAAGCAGGGATTAGCC 
TGCCATTCTGTTTGTTCAGAGTAAAATCCACAACATTTTTACAAATTATGTTGCGGCCAA 
TAAGTATATTGACTTGAAATAAGTCTCTGTGCGATTCCTGTAAGTTGTCCATTGTTAAAT 
TGGATATTATGGGTGAAACGTGTGACCTTATCATTTCCCAGTTTTCTCTCTGAAATTTAA 
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TGTCTTCATCCTGTATGGTAGCGGTAGACATGCTGGTTTGTAGCCTTTTTATTCCTTTTT 
AGGTTTCTTACTCACAATGCCAAAATAAATATCAGTGTAATATAATTTTTCAAGAGTACG 
TAATGGAAAAAGATAAAAATAAGGACCGTCATAAAAAGAGACGTGATTAAACCTAAAAAT 

CTAAAGTAAAGAAGTGTAAGATGGTTGAGGAAAATTCCAGAGTTTTGATTGTTCTTCCTT 
ATACACCGCCTAGTGCTACTTTGCAGAGGATTATAGGGCAAACTATTCCGTTCTTAAGAG 
AATGTCAAAGTCAACTAGACATCGTGATTGTACCTGAATTCAAAACCTCATTCCAGTTGG 
ATTCTGCGCTAGGGAAGATGTACAGTATTACCAGGGATGTCCTTTTGGGCTATGGAATGA 
TCAACAGCGGAATCAACATCATATTCAACAATATTCATTTCGTCGAGAGTAATTTGCAAT 
GGAAAGTGGTTTTATTGCCACAGGAATCCACTTTTGAAACTTGGAAGCTAGAGTTGGGAC 
AAGGACAATACCATAGTATAGAACATTATGCATTACACGATAATATAATGGAAGAGATAG 
AAGGTCCCAAAGATGCTAACAAATTTCATGTCACCGCATTGGGCGGAACGTTCGACCACA 
TTCACGATGGACATAAAATATTGTTGAGCGTCTCTACATTCATCACGTCACAAAGGTTAA 
TTTGTGGAATTACGTGCGATGAGCTCTTGCAAAACAAGAAATACAAAGAGTTGATTGAAC 
CTTATGATACACGATGCAGGCACGTACATCAATTCATCAAGTTGTTAAAACCGGATCTCT 
CCGTAGAACTAGTTCCCTTAAGGGACGTGTGCGGCCCCACAGGGAAAGTACCCGAGATAG 
AATGTTTAGTTGTGAGTAGAGAAACCGTCAGTGGGGCAGAGACTGTGAATAAGACTAGGA 
TTGAAAAAGGCATGAGCCCATTGGCAGTACATGTGGTTAATGTACTTGGAGGAAGGGAGG 
AAGACGGCTGGAGCGAGAAGTTAAGCAGCACGGAAATCAGACGCCTACTTAAGTCCTCTG 
CTTCGCCAACGTGCACTCCACAAAACCCTTGCGTATAA 

YGR277C, 305 aa (SEQ ID NO 120) 

MVEENSRVLIVLPYTPPSATLQRIIGQTIPFLRECQSQLDIVIVPEFKTSFQLDSALGKM 
YSITRDVLLGYGMINSGINIIFJvmiHFVESNLQWKVVLLPQESTFETWKLELGQGQYHSI 
EHYALHDNIMEEIEGPKDANKFHVTALGGTFDHIHDGHKILLSVSTFITSQRLICGITCD 
ELLQNKKYKELIEPYDTRCRHVHQFIKLLKPPLSVELVPLRDVCGPTGKVPEIECLWSR 
ETVSGAETVNKTRIEKGMSPLAVHWNVLGGREEDGWSEKLSSTEIRRLLKSSASPTCTP 
QNPCV 

YGR284C, 1433 bp, CDS: 501-1433 (SEQ ID NO 121) 

. AGAGAGCCATCCGTAACTCTGCTAAGGAAGCTGACTACTTTGGTGATGCTGACAAGGCCA . 
CCACGATTGACGAACAAGTTGGTTTGATCGTTGACAGTTTGAATGACGAAGAGTTAGTGT 
CCACCGCCGATAAGATCAAGGCCAATGCTGCTGGTGCCAAGGAAGTTTTGAAGGAATCTG 
CAAAGACTATTGTCGATTCTGGCAAACTACCATCCAGCTTGTTGTGCTACTTCGTGTGAA 
TACCGTAAGAAATGGAATAGAATATATACGAATGTATACGAATATTATAGAGAACGTTCT 
CTTTTATTTCTATAATGAATAGGTTCGGGTAACGGTTCCCTTTTTAGGTATTTCTAGAAG 
ATGAGAGAAGAGGGAATAATGAGAAAGGCGAAAAATAAAGGACACGTTTAACGAAAGATC 
AAAGGTGTCCTTATTTACTTACAATAGCTGCAATTAGTACGACTCAAAAAAAGTGAAAAC 
AAAACTGAAAGGATAGATCAATGTCTTACAGAGGACCTATTGGAAATTTTGGCGGTATGC 
CAATGTCATCATCGCAAGGACCATACTCTGGCGGTGCACAATTCAGATCAAACCAGAACC 
AATCCACTTCTGGCATCTTAAAGCAATGGAAGCATTCTTTTGAAAAGTTTGCCTCCAGAA 
TTGAGGGGCTCACTGACAATGCAGTTGTTTATAAATTGAAGCCTTACATTCCAAGTTTGT 
CAAGATTTTTCATTGTGGCCACCTTTTATGAAGATTCGTTTAGGATCTTATCACAATGGT 
CAGATCAAATTTTTTATCTGAATAAGTGGAAGCATTACCCATACTTCTTTGTCGTTGTGT 
TTCTAGTGGTTGTTACCGTTTCCATGTTGATTGGCGCCAGTTTGTTAGTTTTAAGAAAGC 
AAACCAATTATGCCACCGGTGTGTTATGTGCTTGCGTTATTTCTCAAGCATTAGTTTATG 
GGTTGTTTACGGGTTCATCATTTGTCCTAAGAAACTTTAGTGTTATTGGTGGGTTGTTAA 
TTGCATTCAGCGATTCAATTGTTCAAAACAAGACAACATTCGGTATGCTTCCTGAATTAA 
ACAGCAAAAACGACAAAGCGAAGGGTTACCTGTTGTTTGCTGGTAGAATTTTAATTGTTT 
TAATGTTTATCGCTTTCACTTTCAGTAAATCATGGTTTACTGTTGTTTTGACCATTATCG 
GCACAATATGTTTCGCCATTGGTTACAAGACAAAATTCGCATCCATTATGTTGGGTTTGA 
TACTAACTTTTTACAATATGACGCTAAACAACTACTGGTTTTATAACAATACTAAGAGAG 
ATTTCTTGAAGTATGAGTTTTACCAGAACTTAAGCATCATTGGTGGGCTTCTATTAGTTA 
CTAATACTGGCGCTGGTGAATTATCCGTTGATGAAAAGAAGAAGATTTACTAG 

YGR284C, 310 aa (SEQ ID NO 122) 

MSYRGPIGNFGGMPMSSSQGPYSGGAQFRSNQNQSTSGILKQWKHSFEKFASRIEGLTDN 
AWYKLKPYIPSLSRFFIVATFYEDSFRILSQWSDQIFYLNKWKHYPYFFVWFLVWTV 
SMLIGASLLVLRKQTNYATGVLCACVISQALVYGLFTGSSFVLRNFSVIGGLLIAFSDSI 
VQNKTTFGMLPELNSKNDKAKGYLLFAGRILIVLMFIAFTFSKSWFTWLTIIGTICFAI 
GYKTKFASIMLGLILTFYNITLNNYWFYNNTKRDFLKYEFYQNLSIIGGLLLVTNTGAGE 
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LSVDEKKKIY 

YGR285C, 1802 bp, CDS: 501-1802 {SEQ ID NO 123) 

CATTTAGTTCTGATTACAGCAGAAATCGTAGCGCGATGAGACATTTCATCAAATGGCCTT 
TTTTTTTTGGGCAATTTTTTTATATCTTGAAATGATAGTTGCCTTGTACTTTCAACCGTT 

CATTTCATTAAGAACTTGACTAAATATGAACATTTCTTAAAAAAAAGGTTGACATATAAA 

AATAATCGAATATAAACGATGGAATTTTTATAAAATTAAACACATATATATATATATATT 

AACTATAAATATGTCAAAGAAACCATACAATCATAGATTTATAACTATCTTTTGGATGAC 

ATTAATGAACATAACGCTCCTAATACAAATGTCCAAAAAATATTACCCGCAAATACGAAT 

CTTTTTTTTTTCTCGATGAAATTTTGCAAAGAGTTCGAAATTTTTATTTCAAGAGCTGGT 

AGAGAAAATTTCATAAGGTTTTCCTACCGATGCTTTTATAAAATCTTCGTTTTGTCTCAC 

ATATACCAACAAGAGTAACGATGTTTTCTTTACCTACCCTAACCTCAGACATCACTGTTG 

AAGTCAACAGTTCCGCTACCAAAACCCCATTCGTCCGTCGTCCGGTCGAACCGGTTGGTA 

AGTTCTTTTTGCAACATGCTCAAAGAACTTTGAGAAACCACACCTGGTCTGAATTTGAAA 

GAATTGAAGCTGAAAAGAACGTCAAAACCGTTGATGAATCCAATGTCGACCCAGATGAGT 

TGTTATTCGACACTGAATTGGCCGATGAAGATTTACTGACTCATGATGCTAGAGACTGGA 

AAACTGCCGATTTGTATGCTGCTATGGGTTTGTCTAAGTTGCGTTTCAGAGCTACTGAAA 

GTCAAATCATCAAGGCTCACAGAAAACAAGTTGTCAAGTACCATCCAGACAAGCAATCTG 

CTGCTGGTGGTAGTTTGGACCAAGATGGCTTTTTCAAGATTATTCAAAAGGCCTTTGAAA 

CTTTGACTGATTCCAACAAGAGAGCTCAGTACGACTCATGTGATTTTGTTGCCGATGTTC 

CTCCTCCAAAGAAGGGTACCGATTATGACTTTTATGAAGCTTGGGGCCCCGTTTTCGAAG 

CTGAAGCTCGTTTTTCTAAGAAGACTCCTATTCCTTCTCTAGGTAACAAAGATTCTTCCA 

AGAAGGAAGTTGAACAATTCTATGCTTTCTGGCACAGATTTGACTCCTGGAGAACCTTTG 

AGTTCTTGGACGAAGATGTCCCAGATGACTCTTCTAACAGAGACCACAAGCGTTACATTG . 

AAAGAAAGAACAAGGCCGCAAGAGACAAGAAGAAGACTGCTGATAACGCTAGATTGGTCA 

AACTTGTTGAAAGAGCTGTCAGTGAAGATCCCCGTATCAAAATGTTCAAAGAAGAAGAGA 

AGAAGGAAAAGGAAAGAAGAAAATGGGAAAGAGAAGCCGGTGCCAGAGCTGAAGCTGAAG 

CTAAGGCCAAGGCCGAAGCTGAAGCGAAGGCTAAAGCTGAATCTGAAGCCAAGGCTAACG 

CCTCCGCAAAAGCTGACAAAAAGAAGGCTAAGGAAGCTGCTAAGGCCGCCAAGAAAAAGA 

ACAAGAGAGCCATCCGTAACTCTGCTAAGGAAGCTGACTACTTTGGTGATGCTGACAAGG 

CCACCACGATTGACGAACAAGTTGGTTTGATCGTTGACAGTTTGAATGACGAAGAGTTAG 

TGTCCACCGCCGATAAGATCAAGGCCAATGCTGCTGGTGCCAAGGAAGTTTTGAAGGAAT 

CTGCAAAGACTATTGTCGATTCTGGCAAACTACCATCCAGCTTGTTGTCCTACTTCGTGT 

GA : ■ 

YGR285C, 43 3 aa (SEQ ID NO 124) 

MFSLPTLTSDITVEWSSATKTPFVRRPVEPVGKFFLQHAQRTLRNHTWSEFERIEAEKN 
VKTVDESNVDPDELLFDTELADEDLLTHDARDWKTADLYAAMGLSKLRFRATESQIIKAH 
RKQWKYHPDKQSAAGGSLDQDGFFKIIQKAFETLTDSNKRAQYDSCDFVADVPPPKKGT 
DYDFYEAWGPVFEAEARFSKKTPI PSIiGNKDSSKKEVEQFYAFWHRFDSWRTFEFLDEDV 
PDDSSNRDHKRYIERKNKAARDKKKTADNARLVKLVERAVSEDPRIKMFKEEEKKEKERR 
KWEREAGARAEAEAKAKJVEAEAKAKAESEAKANASAKADKKKAKEAAKAAJCKKNKRAIRN 
SAKEADYFGDADKATTIDEQVGLIVDSLNDEELVSTADKIKANAAGAKEVLKESAKTIVD 
SGKLPSSLLSYFV 

YHROlOW, 1472 bp, exonl : 501-531, intronl : 532-1092, exon2 : 

1093-1472 (SEQ ID NO 125) 

GACTCGGACGGAACCGTCTCATATTATACGTTCAGTGAATATTTTTCACGGAAGAATGGA 
AAGGGCCTCGAAAGACGTTAATGCATCCGTACACCTACATCTTTACATTTTTTGCTGTTG 
CACCTACACTGTTTTTTTTTTTTTCACCTTATGAGTCCTGTATTTCTTGAAAGAGCCGAT 
AACAATATTCCAGGTGGAGTCCCGAGGCAGAATCAAGGCTGCGGAGAGAAGTTCCTCTCA 
AACTAATGGGAGTGATCCGCTCAGTTCTCCCATCACGACAGAACTGTCTGAGACAAAGTC 
TTTCCAGCAGAGTCCGCCTACGCTCTTGCTGCAGAGATTCGCCCGAAGGCAGGTTTCCTG 
AAATTCTTTTCACTAGTAAAGTGTTCGTTCATGTAAAACATACTGCCGTAGTTTTGAGCT 
AAAATTAAAGATATATTAGATTTTTAGAATTTCTTAGATAGTCTCAACGTGTTAAAACAA 
AAGCATAACCAAAGAAAAAAATGGCTAAGTTCTTGAAAGCTGGTAAAGTTGGTACGTATC 
ATTTTCAGTTTTTGGACATCAACAAAAAACCGTGCAACTGTGGTATTAGAAATCCAAGTT 
ATTAGCAGTTGATGTTGTATAATTTGAGTTTGAATTCGAGTATTGTATCTTCATATGGGA 
GTAGGGAGGAAAAAGCGTGGAGATGTTAGATCTGGGAAAAAACCTTTAAATTTGAATGAT 
AGCTTATTAATAGAAATATTGGACAAAAAGATGAATGATTTAGGAGCGAAACTAACGATT 
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ATTCATATTCATTGAGCTATACGAGGCAGTGGAAGGGTTATCAAAAAGTTGTAATTTAAA 
AGAAAAAAGCATCAATAGCCACCAAATAAGATGGTGAAAGTTCCGCGATATATTTGCTAA 
GACCATAGGCACATGTACGCAGGCGACCAGGGCCTTTTATTTACTGTAGTTCTTTCCATG 
CCCTATTAAAAATTCGTGGGCCTATGATAATTTTTCTCTCCCTAGTATTGAAGAACAAAA 
TTGAGAATTCGCCAAACTTTAAGAAGGGTTCACATTTACTAACTATTTCTTTTCCTTCCT 
TTTTTTACACAGCTGTCGTTGTCCGTGGTCGTTACGCCGGTAAGAAGGTTGTTATCGTTA 
AACCACATGATGAAGGTTCCAAGTCTCACCCATTTGGTCACGCTTTGGTTGCCGGTATTG 
AAAGATACCCATTGAAGGTCACCAAGAAGCACGGTGCCAAGAAGGTTGCTAAGAGAACCA 
AGATCAAGCCTTTCATCAAGGTCGTCAACTACAACCATTTATTGCCAACCAGATACACTT 
TAGATGTTGAAGCTTTCAAATCCGTTGTTTCTACTGAAACTTTCGAACAACCTTCCCAAC 
GTGAAGAAGCTAAGAAAGTCGTCAAGAAGGCTTTCGAAGAAAGACACCAAGCTGGTAAGA 
ACCAATGGTTCTTCTCTAAGTTGAGATTTTAA 

YHROlOW, 136 aa (SEQ ID NO 126) 

MAKFLKAGKVAVWRGRYAGKKWIVKPHDEGSKSHPFGHALVAGIERYPLKVTKKHGAK 
KVAKRTKIKPFIKWNYNHLLPTRYTLDVEAFKSWSTETFEQPSQREEAKKWKKAFEE 
RHQAGKNQWFFSKLRF 

YHR021C, 1299 bp, exonl : 501-503, intronl : 504-1053, exon2 : 

1054-1299 (SEQ ID NO 127) : 

TTACTTACGTCTATTATAACCTTCCGCGTAAAAAAGAAATATTGACATCCTTTCTTGTAT . 

TTAGCCCATACATTTTCACCCATGCACCATTGGATTATAAAGAAAAAAATTTAATAAAAA 

TCTGCCGGGGAAATTTCAGAAGAAAAAAGGAAGGTGTGTTCGCATTTAACACGGGCCACC 

ATAAACTTTTGTTTGCCACCCATCTAGACGGGATCCGCCCCGCCCAAGGCTCTCTTCCTC 

TAGCTAGGCAATGTGGCTCTCGGAAAGGAAACTCCCACCAGGACGTGGTGGGAAATGCAG " 

CAATTCCCCTCTGCTTCCCGCTGACCTTTCTTGGGCCGAGTTTAGTAAGTATGCTCTCAT 

CTTTCATGTGTGCTGTAACTTGCAAGTCATTAACACTATCTATAATTGATATTAGACGTT ■ 

AAAAGTTCTATATAGCATTTGCTTTTATTTAGAGAATACGAAAACACACCAGATAATTAG 

TGCATATATATTAGATCAATATGGTATGTGAAAGAGATATTAAACATAAGATGTGAAGGA ' 

AACAGAAGAGAACAATATTTGAGGAATGAATTCGGATGAAATTCTAGTAGAAGAAAAAAG 

CCTAAAATAAAAAGAAAGAAAGGAAAATAAAGCAGTAATCAACCTCTGACATTTGATAGG . 

AGTATGCGTTTCCGCAAAATCAACAAATCATGCATTAAACTGGTAACGGAGACTTTAAAG 

ACGTGCAAAGAAAGCAATTAATTTTTAGATAGGGAATTGAAAGGCTCTGTATAGCAGAAA . 

ATTTGAGATCTACTGTGGAGATAAGCATATGGTGTTGAGTTATGGGTAATCTAACAATAA 

TAGAAACTTATAGCAGTTGAAGATGGCGGATCATGATGCCGGATACTGCTGGGTAATGAT 

TTATCCTTCTTTTTTTGGAGCACAAATGCTCACTTTTTCCTGTCTCCTCTAACTTTTCTG 

ATGTATCCTACCCAACCCTACAGTTTTCAAATTACTAACATCAATTTTTTTGTGAAACGA ■ 

CTTTCGTTTTCGTTTCTATTTATTTCATTACAGGTTTTAGTTCAAGATTTGTTGCACCCA 

ACTGCTGCTTCTGAAGCCAGAAAGC ACAAGTTAAAGACTTTGGTTC AAGGCCC AAGATCC . 

TACTTCTTGGATGTCAAATGCCCAGGTTGTTTGAACATCACCACTGTTTTTTCTCATGCT 

CAAACTGCTGTCACTTGTGAATCATGCTCTACTGTCTTATGTACTCCAACCGGTGGTAAG 

GCCAAATTATCTGAAGGTACTTCTTTCAGAAGAAAGTAA 

YHR021C, 82 aa (SEQ ID NO 128) 

MVLVQDLLHPTAASEARKHKLKTLVQGPRSYFLDVKCPGCLNITTVFSHAQTAVTCESCS 
TVLCTPTGGKAKLSEGTSFRRK 

YHR141C, 1262 bp, exonl: 501-504, intronl: 505-945, exon2 : 
946-1262 (SEQ ID NO 129) 

TAAAACATGGCATTTTAAATAGTACTGCCAAAATTTAATGCAATGGCAATTAGTTGGCTA 
TGTTGCTACATATTATTTTCCATAGCATTCTCTGTCACAAACTTCAAAATAAAAGACAGT 
GACATCCGAACATCCGATACACCCATACATCATGAAAATAAATCCTGACATTGGAAGAAG 
TCTTGATACAAAAAAAGATCGCTGTCAAAAATGCGGCCAGACTGCCGCTGCATCGTACCA 
ACAGTGCGTATGTTCAGACGGAGAGACGACCTCTAGAGAGACGTCCGTCGGTGCGGCAAC 
GCTGACGGTTTAGTTGTTCGACGGGATGATGGGTTCCGCCAGGGGGAGGGAAGGCTTTCC 
ACCAAGAGAGGTAAAATTATTCGTCGAAATGAACTCAGAGATACATCCATATTGTTGACA 
ATGTATATCTTAATTGATGTGGTATTTTCACTGTTTTAACGTAAATTGAAGGAGATTAAG 
CAAAAAAACAATCAGTAATAATGGGTATGTGGACGATTAGGAATAGACAAACCATGTTAT 
TTATCTCCATTAGGGCGTGAGAGTGTAATTAGTACACAGGTACTACTAGAATGCTAAAGA 
ACTTTTTAAAATATCCTGAATCGTAGGGCAAATCCATGTCAAGCAAGAAACTAATAGTTA 
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TTAAACTTCATTTACTTTTGAGCTAGTTAAATATTTTCATCATTTCCTAAAGTACTGAAC 
ACCTGAATGATACTTTTATTGGCCCTTTTAATAAGAACTCTGGTTAGAAAATATATTGAG 
GATATCATTAGTAATACTCATTAGATATTTGTGAATTTAGCCGTTTCCCCATTACAGAAA 
AAAGATACAACTAATTACATGTGCAGTCAAATTACTTTTTTTTTAAGATCAATTACTAAC 
AATCAACTATCATGCTAAATTTGCTGTGATATCATTTTGAACCAGTTAACGTCCCAAAGA 
CCAGAAAGACCTACTGTAAGGGTAAGACCTGTCGTAAGCACACTCAACACAAGGTTACTC 
AATACAAAGCTGGTAAGGCTTCCTTGTTCGCTCAAGGTAAGAGACGTTATGACCGTAAAC 
AATCTGGTTTCGGTGGTCAAACCAAGCCTGTTTTCCACAAGAAAGCTAAGACTACCAAGA 
AGGTTGTTTTGAGATTGGAATGTGTCAAATGTAAGACTAGAGCCCAATTAACCTTGAAGA 
GATGTAAGCACTTCGAATTGGGTGGTGAAAAGAAGCAAAAGGGTCAAGCTTTGCAATTCT 
GA 

YHR141C, 106 aa (SEQ ID NO 130) 

MVWPKTRKTYCKGKTCRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGFGGQTKPVFHK 
KAKTTKKWLRLECVKCKTRAQLTLKRCKHFELGGEKKQKGQALQF 

YHR217C, 962 bp, CDS: 501-962 (SEQ ID NO 131) 

CATCGCTTGATTTCCGGCCTGCAAAAATAAAGTAGTCGGTACGTACTTTCGTTTTCAATT 

TCCATGGTGCACAGTATCTTAACTATCTGCTTAGTCGAGGAGAACCAGGATTCTGTTCGT . 

TGCTCAGCCGCTTCGTGGATATTCTCTTGGATACTTTAAACATGGACCTACGTTCCGCTC 

TCGAAAAGACCAATATAATAAAAAGTTATAAATTACATTTCCTTATTAGGTATACGACCT 

CGCGCTTCGAAGTAGAGGAGCCeTTTTTGGCGTACCTACATATGGCGCGTCAGACAGACA 

AACTTCCCCCAAAAATGTATTACCCCGCCGAATAAGAAAACAGACCCATTCACCCACGAC 

GTATCAAGTTACTTCCTTGGTGCAATGTCCCACTATAAAAAAATTGCTTGACGCTAGATC 

GTTGGACTAAAATCTGCGTCACAATCGCCTAAACAGGAAATATTGCCTATTTTCGTACAA 

GGTTACTTCCTAGATGCTATATGTCCCTACGGCCTTGTCTAACACCATCCAGCATGCAAT 

ACAGTGACATATATATACACACACCACACCCACACCCACACCCACACCCACACACACCCA . 

CACACACACACCCACACACACCCACACCCACACCACAGCCACACCGACACACACCACACC 

CACACACCACACCGACACGCACACCACACCACACCCAGACACCACACACGACCCTATCTA 

ACCTGTCTCTTAACCTACCCTCACATTACCGTACCTCCCCACTCGTTACCCTGCCCCACT 

CAACCATACCACTCCCAACCACCATCCATCTCTCTACTTACTACTACCATCCACCGCCCA 

TCATAACCGTTACCCTCCAATTACCCATATCCAACTCCACTACCATTACCCTGCTATTAC 

CCTACCATCCACCATGTCCTACTCACTGTAeTGTTGTTCTACCCTCCATATTGAAACGTT 

AA 

YHR217C, 153 aa (SEQ ID NO 132) 

MSLRPCLTPSSMQYSDIYIHTPHPHPHPHPHTPTHTHPHTPTPTPHPHPHTPHPHTTPTP 
TPHHTHTPHTTLSNLSLNLPSHYPTSPLVTLPHSTIPLPTTIHLSTYYYHPPPIITVTLQ 
LPISNSTTITLLLPYHPPCPTHCTWXiPSILKR 

YIL112W, 3752 bp, GDS : 501-3752 (SEQ ID NO 133) 

TTCCATAGGGCTTATTTTCCAGTTGATGGAATGGGAGGTTGCTCTTAACGCGAAGACTAA 
CGTGCAAGGCAACAGTTATAGAAAAGTACCGTGAGAGAGAAAAAAAAAAAAGATATAGCA 
TTCAATGAGGCTTTATTGAGGGGCACGATGCTCTTTTTTTGTTCTGTACTTTATAAATAA 
TTCCGTATTTCTTCGCTTTGTTTCATGCTCTGTTCTGAGCTTTTAGTTTCTCTTATTGAG 
AGCCTTTTCCAAATCAAGGCTCAGGAAGTGACTCGTCCTTAGAAGAAGAAGGTTTGGATT 
TGGTAGGGTTCTTGTACGAAGTTCTCAATATAATTTGCGCATTTACTGTACGGTTGATAC 
TAGTTTATTCCGGGTAACAAGTTTTCTTGTGATGCTAAATCAATGTGTATATTGAGAAAA 
CTATGTAGTAAGTTACAGAAAGCAACAAAGGATATTATTATATGTGACAGAGAAGAATTG 
CTGTAGAGATTCATGACAATATGAATGAGACTACTACAAAACAGCCGCTAAAGAAAAGGT 
CCCTGAGCAGCTATCTTTCAAACGTGAGCACGAGACGGGAGGAGCTGGAAAAGATTTCTA 
AACAAGAAACATCCGAAGAGGAAGATACTGCCGGCAAGCATGAACAAAGGGAAACACTGT 
CGGAAGAAGTAAGTGATAAGTTTCCAGAAAATGTTGCATCGTTTCGCTCACAGACTACAA 
GCGTTCATCAAGCCACCCAAAATAACCTGAATGCAAAGGAATCCGAAGAGGTGGCCCATA 
AGAATGATGCGAGTTCACACGAAGGAGAGGTTAATGGGGACAGCCGTCCGGACGATGTTC 
CTGAAACGAATGAAAAAATAAGCCAAGCAATACGAGCGAAAATTTCGTCATCATCATCAT 
CACCCAATGTACGTAATGTTGATATCCAAAACCATCAACCTTTTTCGAGAGACCAACTTC 
GAGCGATGTTGAAAGAACCAAAAAGGAAAACTGTTGATGATTTCATAGAAGAAGAGGGTT 
TGGGAGCTGTTGAAGAAGAGGATTTAAGTGATGAGGTACTTGAAAAAAATACAACAGAAC 
CAGAAAATGTGGAAAAAGATATAGAGTATAGCGACTCAGATAAGGACACAGACGATGTGG 
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GAAGCGATGATCCCACGGCACCCAACTCACCAATAAAACTTGGTCGTCGCAAACTGGTTA 
GAGGTGACCAACTTGATGCAACAACAAGTTCCATGTTTAATAACGAATCAGATTCTGAAT 
TATCAGATATCGATGATAGCAAGAATATTGCTTTATCCAGTAGCCTATTTAGAGGCGGTT 

CTTCACCTGTGAAAGAGACAAACAACAACCTTTCAAATATGAATTCTTCACCAGCACAAA 
ATCCAAAAAGGGGTTCTGTCTCCAGGAGTAATGATAGTAACAAGAGTTCTCATATAGCTG 
TTTCCAAGCGCCCCAAACAGAAGAAGGGCATATATAGGGATTCTGGTGGTAGAACAAGAC 
TACAGATTGCCTGTGACAAGGGCAAATATGATGTAGTCAAAAAGATGATTGAAGAAGGAG 
GTTACGATATTAATGACCAAGACAATGCTGGTAATACAGCATTGCATGAAGCGGCGTTGC 
AAGGTCATATTGAGATTGTGGAACTGTTGATAGAAAATGGTGCAGATGTAAATATCAAGT 
CTATTGAAATGTTCGGCGATACTCCCTTGATCGATGCTTCCGCCAATGGACACTTGGATG 
TTGTCAAGTATCTTCTTAAAAACGGTGCGGACCCAACTATACGTAACGCTAAAGGGTTAA 
CTGCGTTTGAATCTGTCGATGATGAATCTGAATTTGATGATGAAGAAGACCAAAAGATTT 
TGCGTGAAATAAAAAAAAGGTTGAGTATAGCCGCTAAAAAATGGACTAACAGAGCAGGAA 
TTCATAATGACAAATCTAAAAATGGCAATAATGCTCACACAATAGATCAGCCACCTTTTG 
ATAATACCACAAAAGCCAAAAACGAAAAGGCCGCTGACTCACCTTCAATGGCTTCCAATA 
TTGATGAGAAAGCTCCGGAAGAGGAATTCTATTGGACAGATGTTACTTCTAGAGCGGGAA 
AAGAAAAACTGTTTAAAGCTTCGAAGGAGGGACATTTACCATACGTTGGTACGTATGTAG 
AAAATGGTGGTAAGATAGACTTAAGGTCATTTTTCGAAAGCGTTAAGTGTGGCCATGAAG 
ATATTACAAGTATCTTTTTGGCATTCGGATTTCCCGTAAATCAAACTTCAAGGGATAATA 
AAACATCCGCTTTAATGGTAGCTGTAGGTCGTGGCCATCTTGGAACTGTTAAACTGCTAT 
. TAGAGGCAGGTGCAGATCCAACCAAAAGAGATAAAAAGGGTCGTACCGCTTTGTACTATG 
CCAAAAACAGCATAATGGGAATAACAAACAGTGAAGAAATTCAATTGATTGAAAATGCTA 
TAAATAACTATTTGAAGAAGCACTCTGAAGATAATAATGATGATGATGATGATGATGATA 
ATAAT AATGAAAC ATATAAACATGAAAAAAAGAGAG AGAAAACGCAATCACCC ATATTAG 
CAAGCCGAAGAAGTGCCACTCCTAGAATTGAAGACGAAGAGGACGATACGAGGATGCTCA 
ATCTGGCAGACGATGACTTTAATAACGATCGTGATGTCAAGGAATCTACAACTTCGGATT 
CGCGCAAGAGATTGGATGACAATGAAAATGTTGGTACTCAATACTCATTGGAGTGGAAAA 
AACGTAAAACAAATGCCTTGCAAGATGAAGAAAAATTAAAAAGTATCTCACCACTCTCTA 
TGGAACCTCATTCTCCAAAGAAGGCAAAATCTGTAGAGATAAGTAAAATACATGAAGAAA 
CGGCTGCTGAAAGAGAAGC AAGACTC AAGGAAGAGGAAGAATAC AGAAAGAAAAGATT AG 
AAAAGAAAAGAAAAAAAGAACAGGAACTACTACAAAAGCTGGCCGAAGATGAGAAATiAAA 
GGATCGAAGAACAGGAGAAGCAGAAAGTCTTAGAAATGGAAAGATTGGAAAAAGCTACTT 
TAGAGAAAGCAAGAAAAATGGAAAGGGAAAAAGAAATGGAAGAAATCTCTTATAGAAGGG 
CAGTAAGGGACTTATATCCGTTAGGACTGAAGATTATTAACTTCAACGATAAACTTGATT 
ACAAAAGATTTTTGCCGCTATATTATTTTGTAGACGAAAAAAACGATAAATTTGTGCTCG 
ACTTGCAAGTAATGATATTGTTGAAGGATATCGACTTGCTCTCAAAGGACAACCAACCAA 
CTTCTGAGAAGATTCCCGTCGATCCCTCGCACCTGACTCCATTGTGGAATATGTTGAAAT 
TCATTTTCCTGTATGGAGGTAGTTATGATGATAAAAAGAACAACATGGAAAATAAAAGAT 
ATGTTGTAAACTTTGATGGGGTTGATTTGGACACAAAGATTGGGTATGAGCTTTTGGAGT 
ACAAAAAATTTGTTAGTTTGCCCATGGCGTGGATTAAATGGGATAACGTTGTTATTGAAA 
ACCACGCAAAAAGAAAAGAAATTGAAGGAAATATGATTCAAATATCAATAAACGAATTTG 
CACGATGGAGAAACGATAAGCTGAACAAAGCGCAGCAGCCGACGCGCAAACAGCGTTCTC 
TAAAAATACCTCGAGAGTTACCGGTTAAATTTCAACACCGTATGAGCATATCCTCCGTCC 
TCCAGCAGACATCCAAAGAACCATTTTGGTAA 

YIL112W, 1083 aa ( SEQ ID NO 134) 

MNETTTKQPLKKRSIiSSYLSNVSTRREELEKISKQETSEEEDTAGKHEQRETLSEEVSDK 
FPENVASFRSQTTSVHQATQNNLNAKESEDLAHKNDASSHEGEVNGDSRPDDVPETNEKI 
SQAIIU^KISSSSSSPNVRNVDIQNHQPFSRDQLRAMLKEPKRKTW 

DLSDEVLEKNTTEPENVEKDIEYSDSDKDTDDVGSDDPTAPNSPIKLGRRKLVRGDQLDA 

TTSSMFlSnSTESDSELSDIDDSKNIALSSSLFRGGSSPVKETNNNLS^^ 

SRSNDSNKSSHIAVSKRPKQKKGIYRDSGGRTRLQIACDKGKYDWKKMIEEGGYDINDQ 

DNAGNT ALHE AALQGH I E I VELL I ENG ADVN I K S I EMFGDT PL I D AS ANGH LD WKYL LK 

NGADPTIRMAKGLTAFESVDDESEFDDEEDQKILREIKKRLSIAAKKWTNRAGIHNDKSK 

NGIOTAHTIDQPPFDNTTKAKNEKAADSPSMASNIDEKAPEEEFYWTDVTSRAGKEKLFKA 

SKEGHLPYVGTYVENGGKIDLRSFFESVKCGHEDITSIFLAFGFPVNQTSRDNKTSALMV 

AVGRGHLGTVKLLLEAGADPTKRDKKGRTALYYAKNSIMGITNSEEIQLIENAIlSRvrYLKK 

HSEDNNDDDDDDDNNNETYKHEKKREKTQSPILASRRSATPRIEDEEDDTRMLNLADDDF 

NNDRDVKESTTSDSRKRLDDNEWGTQYSLDWKKRKTNALQDEEKLKSISPLSMEPHSPK 

KAKSVEISKIHEETAAEREARLKEEEEYRKKRLEKKRKKEQELLQKLAEDEKKRIEEQEK 
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QKVLEMERLEKATLEKARKMEREKEMEEI SYRRAVRDLYPLGLKI INFNDKLDYKRFLPL 
YYFVDEKNDKFVLDLQVMILLKDIDLLSKDNQPTSEKIPVDPSHLTPLWNMLKFIFLYGG 
SYDDKKNNMENKRYVVNFDGVDLDTKIGYELLEYKKFVSLPMAWIKWDNWIENHAKRKE 
lEGNMIQISINEFARWRNDKLNKAQQPTRKQRSLKIPRELPVKFQHRMSISSVLQQTSKE 

PFW 

YIL115C, 4883 bp, CDS: 501-4883 (SEQ ID NO 135) 

TTTCAATGCGCTACAACTGACTGAACCAGTCCACAAATTTGGCTGGTCTCTATCGTTCTC 

GCCCTGAGAGATTTTATTTTCTTATAAATTTTACTAAATAAGGATTTGTACTTTTGATAG 

AGTTTTTTTTTTTTCTGACGTTTGTTTAGTTAATATTATATAATAGTATTTAGGAAACTA 

GGTGGGAGGGGACATCGCAACTTTTATCGTGACCTACGACCAGTGTTTTTTCAATTGTTT 

GATCAAAAGAGAAAAAAAGACAAAGGACCGAAGGATAGTTGCACGCATAAACTGGAGAAA 

AAATTGTGTTTGACATCGGCGTTTAGGCTTGTTTGTTCTGTCACACATACGCTGCTTCAC 

ACCAATTCATATTTCTCAGGTTAATTTGTCTCCTCTCCAACTTCAATAACGATTTTGCGT 

GAAGGTTTAATTTCATTATTGCAATTTTAGCAGAGAAACGCACATAAATATATATATATT 

GATTACAGAACCATTATAACATGTCTTCTTTGAAGGATGAAGTACCCACTGAGACTTCCG 

AAGACTTCGGTTTTAAGTTTTTAGGTCAAAAACAAATTCTACCTTCCTTCAATGAAAAAC 

TGCCATTTGCATCTCTACAAAATCTCGATATTTCAAACAGTAAGTCTTTATTCGTTGCTG 

CCTCTGGTAGTAAGGCGGTGGTCGGCGAATTACAATTACTGAGAGATCATATCACCTCCG 

ACTCTACTCCGTTAACGTTCAAGTGGGAGAAAGAAATCCCAGATGTAATATTTGTGTGCT 

TTCATGGTGATCAGGTTTTGGTTTCAACCAGAAATGCATTATATTCGTTAGACTTGGAGG 

AATTGAGTGAATTTCGAACGGTC ACTTCTTTTGAGAAGCC AGTTTTCC AATTGAAGAACG 

TTAATAACACTTTAGTAATTTTAAATTCAGTCAATGATTTATCAGCACTGGATTTAAGAA 

CAAAATCGACTAAGCAACTGGCACAAAACGTTACCTCTTTTGATGTCACAAATTCGCAGT 

TAGCAGTTCTACTAAAAGATAGAAGTTTTOAAAGTTTTGCATGGCGAAATGGCGAAATGG 

AAAAACAATTTGAGTTCTCTCTACCGTCAGAATTAGAAGAGCTTCCAGTAGAAGAATATT 

CCCCTTTGAGTGTTACCATTCTCTCTCCACAGGATTTTTTGGCGGTTTTCGGTAATGTTA 

TATC AGAGACCGATGACGAAGTTTC ATACGATC AAAAAATGTAC ATTAT AAAGC AC ATAG 

ACGGCAGCGCCTCATTTCAAGAAACTTTTGATATTACACCTCCATTCGGGCAAATAGTAA 

GGTTCCCATATATGTACAAAGTTACCTTGTCTGGTTTAATTGAACCTGATGCAAACGTAA 

ATGTGCTAGCATCATCATGTTCAAGTGAAGTAAGTATATGGGACTCGAAACAAGTTATTG 

AACCTTCCCAGGATTCTGAACGAGCAGTATTGCCCATGAGTGAGGAAACAGATAAGGACA 

CAAATCCAATAGGTGTGGCAGTTGACGTCGTTACTTCAGGCACTATTCTAGAACCTTGTT 

CCGGTGTTGATACGATAGAGCGATTGCCGCTCGTTTACATATTGAATAACGAAGGTAGCT 

TACAGATAGTCGGGTTGTTTCATGTGGCAGCAATCAAAAGCGGCCATTATAGCATAAATC 

TGGAATCTTTAGAACATGAGAAATCTCTCTCTCCTACATCAGAAAAAATTCCTATTGCTG 

GACAGGAGCAGGAAGAAAAAAAGAAAAATAATGAATCAAGTAAGGCTTTATCAGAGAATC 

CTTTCACATCAGCAAATACATCAGGCTTCACTTTTCTTAAAACACAACCAGCCGCTGCCA 

ATAGCCTGCAGTCTCAAAGTTCTTCAACCTTTGGTGCTCCCTCATTTGGATCATCCGCAT 

TTAAAATTGACTTGCCATCAGTCTCATCTACCAGTACTGGTGTAGCGTCCAGTGAACAAG 

ACGCAACAGATCCTGCTTCTGCTAAGCCAGTATTCGGCAAACCCGCGTTCGGAGCTATTG 

CCAAAGAACCGTCAACATCAGAATATGCCTTTGGCAAGCCATCTTTTGGTGCTCCCTCCT 

TTGGCTCTGGAAAGTCATCTGTTGAATCGCCTGCCTCCGGATCTGCCTTTGGTAAGCCCT 

CTTTTGGTACTCCTTCCTTTGGCTCTGGAAATTCATCTGTTGAGCCGCCTGCCTCCGGAT 

CTGCATTTGGTAAGCCCTCTTTTGGTACTCCTTCCTTTGGCTCTGGAAATTCATCTGCTG 

AGCCGCCTGCTTCCGGATCTGCCTTTGGTAAGCCCTCTTTTGGTACATCTGCATTCGGAA 

CTGCATCAAGTAACGAAACTAACTCTGGATCCATATTTGGAAAGGCTGCATTTGGTTCAT 

CATCTTTTGCACCCGCCAACAATGAACTTTTCGGATCAAACTTTACTATTTCAAAACCTA 

CAGTTGACAGCCCAAAGGAGGTAGATTCAACGTCACCTTTCCGATCTTCTGGCGATCAAA 

GTGAAGATGAGTCTAAGAGTGATGTAGACTCTTCTTCGACACCTTTTGGTACGAAACCTA 

ACACCTCTACGAAACCAAAGACCAATGCCTTTGATTTTGGGAGTTCTTCCTTTGGATCTG 

GATTTTCAAAGGCTCTGGAATCTGTTGGTTCCGATACAACTTTTAAATTCGGTACTCAGG 

CTTCACCTTTCTCTTCACAGTTAGG7VAACAAATCACCATTCAGTTCCTTCACAAAAGATG 

ATACTGAAAATGGATCTTTAAGTAAGGGCTCTACCAGTGAAATCAATGACGATAATGAAG 

AACACGAAAGCAATGGTCCCAACGTAAGCGGTAATGATTTGACAGATTCTACGGTTGAGC 

AAACATCTTCTACTAGATTACCGGAAACTCCCTCGGATGAAGATGGTGAAGTTGTCGAGG 

AGGAAGCGCAAAAATCCCCCATAGGCAAGCTAACTGAAACTATAAAAAAAAGTGCCAATA 

TTGACATGGCTGGTTTAAAAAATCCTGTATTTGGAAATCATGTCAAAGCAAAATCCGAAT 

CGCCGTTTTCAGCATTTGCAACAAATATTACCAAACCAAGCTCTACAACACCTGCTTTTT 

CGTTTGGTAACTCCACAATGAATAAAAGTAATACATCTACGGTTTCACCAATGGAAGAAG 
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CTGATACTAAAGAAACTAGTGAAAAGGGCCCCATAACCTTGAAGAGTGTGGAGAATCCGT 
TTCTACCAGCGAAAGAAGAAAGAACTGGAGAAAGTTCTAAAAAGGATCATAACGATGACC 
CAAAAGATGGTTATGTATCAGGAAGTGAAATATCTGTAAGGACTTCTGAAAGTGCTTTTG 
ATACCACAGCAAACGAAGAAATTCCAAAGTCACAGGACGTGAACAATCATGAAAAAAGCG 
AAACAGACCCAAA?VTATAGTCAACATGCTGTGGTTGATCACGATAACAAGTCTAAAGAAA 
TGAATGAAACTTCGAAGAATAATGAAAGGAGCGGTCAACCAAATCATGGTGTCCAAGGAG 
ATGGAATAGCATTGAAAAAAGACAATGAAAAAGAGAATTTTGATTCAAATATGGCAATAA 
AGCAATTCGAAGACCACCAATCTTCAGAAGAGGACGCGAGCGAAAAAGACAGTAGACAAA 
GCAGTGAAGTTAAAGAATCAGATGATAACATGTCACTCAACAGTGACCGGGATGAAAGTA 
TATCTGAGTCCTACGATAAACTGGAAGATATTAATACTGATGAGCTACCTCATGGTGGAG 
AAGCTTTTAAAGCACGTGAAGTGAGCGCTTCCGCTGATTTTGATGTACAAACTTCATTAG 
AAGACAATTATGCTGAATCTGGCATACAGACAGACCTTTCAGAAAGTTCCAAGGAAAATG 
AAGTTCT^AACGGATGCCATACCCGTGAAACACAACAGTACACAAACTGTTAAGAAGGAAG 
CAGTCGACAATGGTCTGCAAACTGAGCCTGTTGAAACATGTAATTTTTCTGTTCAAACAT 
TTGAAGGTGACGAAAATTATTTAGCAGAGCAATGCAAACCAAAGCAATTGAAAGAATATT 
ACACAAGTGCAAAAGTATCAAATATTCCTTTCGTTTCACAAAATTCTACGTTAAGGTTGA ' 
TTGAGAGTACATTTCAGACGGTCGAAGCTGAGTTTACTGTTCTGATGGAAAACATCCGGA 
ATATGGATACTTTTTTTACTGATCAATCGAGCATCCCTTTGGTGAAGCGTACAGTGCGGT 
CTATCAATAATCTGTATACTTGGAGAATACCAGAGGCTGAAATTCTATTAAATATTCAGA 
ATAATATCAAGTGTGAACAAATGCAAATAACAAATGCTAACATTCAAGACCTGAAGGAAA 
AAGTTACAGATTATGTCAGGAAAGATATTGCACAAATAACTGAAGATGTAGCCAATGCAA 
. AAGAGGAGTATCTGTTTTTAATGCATTTTGATGATGCTTCGAGTGGATACGTTAAAGATC . 
TCAGCACGCATCAATTTAGAATGC AAAAGACATTACGTCAAAAGCTATTCGATGTGTCCG " 
CCAAAATTAATCATACTGAAGAGTTGCTGAACATTTTAAAATTGTTCACTGTAAAGAATA 
AGAGATTGGACGATAATCCATTAGTGGCAAAACTAGCTAAAGAATCTCTTGCACGTGACG 
GTTTACTAAAAGAAATCAAATTATTGCGTGAGCAAGTGAGTAGGTTACAATTGGAGGAGA . 
AAGGTAAAAAGGCTTCGTCGTTCGATGCATCCTCTTCAATAACAAAGGACATGAAAGGAT 
TTAAAGTAGTAGAAGTTGGGTTGGCCATGAATACGAAAAAGCAAATTGGTGATTTCTTCA 
AAAATTTGAACATGGCAAAATAG 

YIL115C, 1460 aa (SEQ ID NO 136) 

•MSSLKDEVPTETSEDFGFKFLGQKQILPSFNEKLPFASLQNLDISNSKSLFVAASGSKAV 
VGELQLLRDHITSDSTPLTFKWEKEIPDVIFVCFHGDQVLVSTRNALYSLDLEELSEFRT 
VTSFEKPVFQLKlSrVlSnsrTLVILNSWDLSALDLRTKSTKQLAQW 

RSFQSFAWRNGEMEKQFEFSLPSELEELPVEEYSPLSVTILSPQDFLAVFGNVISETDDE 

VSYDQKMYIIKHIDGSASFQETFDITPPFGQIVRFPYMYKVTLSGLIEPDANVNVLASSC . 

SSEVSIWDSKQVIEPSQDSERAVLPISEETDKDTNPIGVAVDWTSGTILEPCSGVDTIE 

RLPLVYILNNEGSLQIVGLFHVAAIKSGHYSINLESLEHEKSLSPTSEKIPIAGQEQEEK 

KPCNNESSKALSENPFTSANTSGFTFLKTQPAAANSLQSQSSSTFGAPSFGSSAFKIDLPS 

VSSTSTGVASSEQDATDPASAKPVFGKPAFGAIAKEPSTSEYAFGKPSFGAPSFGSGKSS 

VESPASGSAFGKPSFGTPSFGSGNSSVEPPASGSAFGKPSFGTPSFGSGNSSAEPPASGS 

AFGKPSFGTSAFGTASSNETNSGSIFGKAAFGSSSFAPANNELFGSNFTISKPTVDSPKE 

VDSTSPFPSSGDQSEDESKSDVDSSSTPFGTKPNTSTKPKTNAFDFGSSSFGSGFSKALE 

SVGSDTTFKFGTQASPFSSQLGNKSPFSSFTKDDTENGSLSKGSTSEINDDNEEHESNGP 

NVSGNDLTDSTVEQTSSTRLPETPSDEDGEWEEEAQKSPIGKLTETIKKSANIDMAGLK 

NPVFGNHVKAKSESPFSAFATNITKPSSTTPAFSFGNSTMNKSNTSTVSPMEEADTKETS • 

EKGPITLKSVENPFLPAKEERTGESSKKDHNDDPKDGYVSGSEISVRTSESAFDTTANEE 

IPKSQDVNNHEKSETDPKYSQHAVVDHDNKSKEMNETSKNNERSGQPNHGVQGDGIALKK 

DNEKENFDSNMAIKQFEDHQSSEEDASEKDSRQSSWKESDD]^SLNS 

LEDINTDELPHGGEAFKAREVSASADFDVQTSLEDNYAESGIQTDLSESSKENEVQTDAI 

PVKHNSTQTVKKEAVDNGLQTEPVETCNFSVQTFEGDENYLAEQCKPKQLKEYYTSAKVS 

NIPFVSQNSTLRLIESTFQTVEAEFTVLMENIRNMDTFFTDQSSIPLVKRTVRSINNLYT 

WRIPEAEILLNIQNNIKCEQMQITNANIQDLKEKVTDYVRKDIAQITEDVANAKEEYLFL 

MHFDDASSGYVKDLSTHQFRMQKTLRQKLFDVSAKINHTEELLNILKLFTVKNKRLDDNP 

LVAKLAKESLARDGLLKEIKLLREQVSRLQLEEKGKKASSFDASSSITKDMKGFKWEVG 

LAMNTKKQIGDFFKNLNMAK 

YIL148W, 1321 bp, exonl : 501-508, intronl : 509-942, exon2 : 
943-1321 (SEQ ID NO 137) 

TCGATCAACTCTATCCAACAATTCTATAATATCCACTGTTCATTAACGAATATTGGTCTT 
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TTTCCCTTATGGTGAAGTAAATTTTCCATGCAATATCCGGGTAAGCTATCGACAAGTTTA 

TTGACTGCAATTTGAGTTTATTACATCCGTACATTACTAAGATGTATGGTTTTTCTATTT 

TTGTGCTCCGTGTCGATATTTCGTGGAGCAAACCAGAAAAGATGCGGAACCTCTTAGCAC 

TCCGCCTGGACATAGGCGGAGCATATTCCTCCTATGGGATGGGTTTTGTTGTACTCTTTT 

CTCTCTAGACAGGACCTCCGATTGCCTCCCTGAGGGTGAGATGGTTTCCGGCCTCAGGAC 

GGCCTTCTCCAGTTTCTAGCGAGGCATACATTCCAACCAAAGGTGTATCAAGAATATCTG 

AAATTAAAGGTAGTTGAATCTCTATTTGTTGTTGTTATTACCGCTTATTATCCCATAGTT 

GAGACGACCAAGATTCAAACATGCAAATGTATGCACCATATCCATTCTAAACATAGTTTT 

TCGAACGTTCAGAGCTTAAAGGGACAATTATTTTAGAAACTGAATTTTTACCCAGTGGAA 

TAACATCGTATCTGTAAAGTCTACAAAATTTTTTATCCATCAAAAATTAAAACAAAGAAA 

ACTGCCAAACTGAATATGAGGAACTTTCCTCTCTAGGAATGACTTAGTGAATGTACAGTG 

ACTTGTGGAAAATATGATTAGATTTTGAGCGGGTGATGCGACTTAACAGTCTCATTGCCT . 

AAGAAATATCCAAATTTGTGGTTCATGCTCTCCCCCAAGATATGACGATGAGAGCTCGTT . 

TAAAATTTTGTCTTCTTCCGAACAGTTATGAAAAAACTATTACGTGTTTTTATGATATCC . 

TTACTAACTTGTCATTTTTTTATAAAATTATTTTTTTAACAGTTTTGTCAAGACTTTGAC 

TGGTAAGACCATCACTTTGGAAGTTGAATCTTCTGACACTATTGACAATGTCAAGTCAAA 

GATTCAAGACAAGGAAGGTATCCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCA 

ATTGGAAGACGGTAGAACCTTGTCTGACTACAACATTCAAAAAGAATCCACTTTGCACTT 

AGTCTTGAGATTGAGAGGTGGTATCATTGAACCATCTTTGAAAGCTTTGGCTTCCAAGTA 

CAACTGTGACAAATCTGTTTGCCGTAAGTGTTATGCTAGATTGCCACCAAGAGCTACCAA. 

CTGTAGAAAGAGAAAGTGTGGTCACACCAACCAATTGCGTCCAAAGAAGAAGTTAAAATG 

A ^ / 

YIL148W, 128 aa (SEQ ID NO 138) 

MQIFVKTLTGKTITLEVESSDTIDWKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGIIEPSLKALASKYNCDKSVCRKCYARLPPRATNCRKRKCGHTNQ 
LRPKKKLK 

YIL150C, 2216 bp, CDS: 501-2216 (SEQ ID NO 139) 

AATATTCAACCTGAAGTTGCAGTCAAAGCGGCGATTAACTTTTCCAACGTAACCGATCTA 

ACTAACAATAGCACCGATGGAGCAAAAATAACAGAAATTGGAAGTACATCTAAACGGCCA . 

ATTGAGAGCGGTACATCTTCTGATCCAGACACCAAAAAGGTTAAAGAGAGTCCAGCAAAT 

GATCAAGCTTCCAACGAGTGATGTAATATTAAACAATGTAATTATATAAATATGAAACAT 

CTACATATTTTAAATGTCACTAATGTCATTACAGAGGACATAAAGTGATTTATGACACAT 

CCGTACTAGTAGTTAAGTATGAACAAATTTTGGGTTTATTTGCCATTTTTTTTCACGCGG 

GTTTCTTGGATGCGCAAACCCACCTTTTCTAACACCACTAAGAAATATCAACTTTATAGG 

CCATCGAAGATAAAGGAACGTAAGTTTGTCAATTCAACCTCACATTTTCAACGCACATTA 

AGCACTTGGTTCGTGGAGAAATGAATGATCCTCGTGAAATTTTAGCGGTTGATCCGTACA 

ATAATATTACTTCTGATGAAGAGGATGAGCAAGCCATGGCGAGAGAACTTGAATTTATGG 

AACGAAAGAGGCAGGCCTTAGTGGAACGATTAAAAAGAAAGCAAGAATTTAAGAAACCCC 

AGGATCCTAATTTTGAAGCCATCGAGGTACCTCAATCTCCTACCAAAAACCGTGTGAAAG 

TGGGGTCTCATAATGCTACACAACAAGGCACAAAATTCGAAGGTTCGAATATTAATGAAG 

TAAGGTTATCTCAATTACAGCAGCAACCAAAACCACCAGCTAGTACAACCACATACTTTA 

TGGAGAAATTTCAAAACGCAAAGT^AGAACGAAGATAAACAAATTGCCAAGTTTGAAAGCA 

TGATGAATGCAAGAGTACATACGTTCAGTACCGATGAGAAGAAATATGTGCCGATAATCA 

CAAACGAATTAGAAAGCTTTTCAAATCTTTGGGTTAAAAAGAGGTACATACCTGAAGATG 

ACTTAAAACGGGCTTTGCATGAGATCAAAATCCTTCGGTTGGGCAAAGTTTTTGCTAAAA 

TTCGCCCACCTAAATTTCAAGAGCCTGAATACGCCAACTGGGCCACCGTAGGCCTCATTA 

GCCACAAATCGGACATCAAATTTACATCATCTGAAAAGCCAGTCAAATTCTTCATGTTCA 

CCATAACGGACTTTCAGCATACACTAGATGTTTATATCTTCGGGAAAAAGGGTGTAGAAA 

GATATTATAATCTTCGCCTGGGTGATGTGATAGCAATATTAAACCCAGAAGTACTACCAT 

GGAGACCCTCAGGGCGAGGAAATTTTATCAAATCCTTCAACCTTCGAATTAGTCATGACT 

TCAAATGTATCCTGGAGATAGGTTCAAGTAGAGATTTAGGTTGGTGTCCCATAGTGAATA 

AAAAGACTCACAAAAAATGTGGCTCTCCCATTAACATATCTCTTCATAAGTGTTGCGATT 

ACCATAGAGAAGTGCAATTTCGTGGAACAAGTGCTAAAAGAATTGAATTAAATGGTGGGT 

ACGCCTTGGGCGCGCCTACGAAAGTGGACTCTCAACCAAGCCTATATAAGGCCAAAGGGG 

AAAACGGGTTTAATATAATCAAAGGTACTCGTAAGCGCCTGTCAGAAGAGGAGGAAAGAC 

TTAAAAAGAGCTCTCACAATTTTACGAATAGTAATTCTGCCAAAGCATTTTTCGACGAGA 

AATTTCAGAATCCAGATATGCTGGCAAACTTAGACAATAAAAGAAGGAAAATAATAGAAA 

CTAAGAAATCGACAGCACTGAGCCGCGAACTAGGCAAAATTATGAGAAGGAGGGAATCCA 
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GCGGATTAGAAGATAAGAGCGTCGGAGAGCGACAGAAAATGAAACGAACCACAGAAAGTG 
CCCTCCAGACAGGGCTTATCCAACGCCTAGGATTCGATCCCACTCATGGAAAAATTTCCC 

AAGTACTCAAGTCTTCTGTATCAGGGAGCGAACCTAAGAACAACTTACTCGGTAAAAAAA 
AAACTGTTATAAACGATCTCTTGCATTACAAGAAGGAAAAAGTCATTCTCGCACCTTCAA 
AGAACGAATGGTTCAAGAAAAGAAGCCATCGCGAAGAAGTTTGGCAAAAACATTTCGGAT 
CCAAGGAAACTAAAGAAACTTCTGACGGTAGTGCCAGCGATCTTGAGATAATATAA 

YIL150C, 571 aa ( SEQ ID NO 140) 

MNDPREILAVDPYNNITSDEEDEQAIARELEFMERKRQALVERLKRKQEFKKPQDPNFEA 

lEVPQSPTKNRVKVGSHNATQQGTKFEGSNINEVRLSQLQQQPKPPASTTTYFMEKFQNA 
KKNEDKQIAKFESMMNARVHTFSTDEKKYVPIITNELESFSNLWVKKRYIPEDDLKRALH 
EIKILRLGKLFAKIRPPKFQEPEYANWATVGLISHKSDIKFTSSEKPVKFFMFTITDFQH 
TLDVYIFGKKGVERYYNLRLGDVIAILNPEVLPWRPSGRGNFIKSFNLRISHDFKCILEI 
GSSRDLGWCPIVNKKTHKKCGSPINISLHKCCDYHREVQFRGTSAKRIELNGGYALGAPT 
KVDSQPSLYKAKGENGFNIIKGTRKRLSEEEERLKKSSHNFTNSNSAKAFFDEKFQNPDM 
LANLDNKRRKIIETKKSTALSRELGKIMRRRESSGLEDKSVGERQKMKRTTESALQTGLI 
QRLGFDPTHGKISQVLKSSVSGSEPKMWLLGKKKTVINDLLHYKKEKVILAPSKNEWFKK 
RSHREEVWQKHFGSKETKETSDGSASDLEII 

YIL167W, 1133 bp, CDS: 501-1133 (SEQ ID NO 141) 

GACATTTTGAAAAAATTACATTTATAGAAGTTTATTATAACGTAACAGTTAACAACAAAG 
GCTGATAGTCCGAGATCAATATAATAAATTATTCAAGGTTTAAGGAAGAAGTTACCATGG 
AAATGACTTACTATGAAAAGACACCTTTGATTCGTCAATTTTTGAACAATGGTAAGACAA 
ATTCGTGGTTTTACGTTAAGCATGAGATGTTACAACCAGGTGGAAGTTTCAAATCGAGAG 
GAATCGGGCATTTGATAAGGAAGAGTAATGAAGAAGCGCTAAGCGAGGGTTCTGGGAAGC 
■ TTGCTGTATTTTCTAGCTCTGGGGGAAATGCTGGTTTAGC AGC AGC AACTGCCTGC AGAT 
CGATGGCACTTAATTGCAGTGTAGTGGTTCCTAAAACTACAAAACCTAGAATGGTAAAGA 
AAATTCAAAGTGCAGGAGCCAAAGTCATTATCCATGGTGATCATTGGGGGGAAGCAGATG 
AATACTTGAGGCACGAATGAATGGCGCAAGAAAGCCAACATGGTTCGAAGACACTATATG 
TGCACCCGTTTGATAACGAGACAATTTGGGAAGGTCATTCTACGATTGTGGATGAAATCA 
TAGAACAATTGAAGGAAAATGATATATCCTTACCTAGGGTGAAAGCTTTGGTTTGTAGTG 
TTGGTGGTGGTGGGCTATTTAGTGGCATAATTAAAGGGCTAGATAGGAATCAGCTTGCTG 
AAAAAATTCCGGTCGTTGCTGTAGAAACTGCCGGTTGTGACGTATTGAATAAGTCTCTCA 
AAAAAGGTAGTCCAGTTACTCTTGAAAAATTGACAAGTGTTGCAACTTCTTTGGCCTCCC 
CATACATAGCATCATTCGCGTTTGAGAGTTTTAACAAGTATGGATGTAAGTCTGTAGTTT 
TATCAGATCAAGACGTTCTGGCAACATGCTTGAGATATGCCGATGACTACAATTTTATAG 
TGGAACCAGCCTGTGGAGCATCCTTACATTTATGTTATCATCCAGAGATTCTTGAAGACA 
TTCTGGAACAAAAAATATATGAGGATGATATCGTTATTATAATCGCATGCGGTGGATCAT 
GTATGACGTATGAAGACTTGGTGAAAGCGTCGAGCACATTAAACGTATCATAA 

YIL167W, 210 aa (SEQ ID NO 142) 

MAQESQHGSKTLYVHPFDNETIWEGHSTIVDEIIEQLKENDISLPRVKALVCSVGGGGLF 
SGI IKGLDRNQtiAEKI PWAVETAGCDVLNKSLKKGSPVTLEKLTSVATSLASPYI ASFA 
FESFNKYGCKSWLSDQDVLATCLRYADDYNFIVEPACGASLHLCYHPEILEDILEQKIY 

EDDI VI 1 1 ACGGSCMTYEDLVKAS STLNVS 

YJL034W, 2549 bp, CDS: 501-2549 (SEQ ID NO 143) 

CCATGAACTCAGCATGTGCTACTCCAGTTAATGACTTGTTCGTATCGTTCATGCCATAAG 
CCATCACCTGGCCAGTTGGCGTATGTACAAAGATGCAAGCTACCGGTGTCTCATCGTGGT 
CAAGAGCGTATCTAGCCAAACGGACAGCTGTCCTCATATGTTTAATATGCTGCATAGTGT 
GAGTCCTCTAGTTTTTACCGCAGCCACCAGCCGCTTCTCGAGCAAAGTGTAGATCCCATT 
AGGACTCATCATTCATCTAATTTTGCTATGTTAGCTGCAACTTTCTATTTTAATAGAACC 
TTCTGGAAATTTCACCCGGCGCGGCACCCGAGGAACTGGACAGCGTGTCGAAAAAGTTGC 
TTTTTTATATAAAGGACACGAAAAGGGTTCTCTGGAAGATATAAATATGGCTATGTAATT 
CTAAAGATTAACGTGTTACTGTTTTACTTTTTTAAAGTCCCCAAGAGTAGTCTCAAGGGA 
AAAAGCGTATCAAACATACCATGTTTTTCAACAGACTAAGCGCTGGCAAGCTGCTGGTAC 
CACTCTCCGTGGTCCTGTACGCCCTTTTCGTGGTAATATTACCTTTACAGAATTCTTTCC 
ACTCCTCCAATGTTTTAGTTAGAGGTGCCGATGATGTAGAAAACTACGGAACTGTTATCG 
GTATTGACTTAGGTACTACTTATTCCTGTGTTGCTGTGATGAAAAATGGTAAGACTGAAA 
TTCTTGCTAATGAGCAAGGTAACAGAATCACCCCATCTTACGTGGCATTCACCGATGATG 
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AAAGATTGATTGGTGATGCTGCAAAGAACCAAGTTGCTGCCAATCCTCAAAACACCATCT 
TCGACATTAAGAGATTGATCGGTTTGAAATATAACGACAGATCTGTTCAGAAGGATATCA 
AGCACTTGCCATTTAATGTGGTTAATAAAGATGGGAAGCCCGCTGTAGAAGTAAGTGTCA 
AAGGAGAAAAGAAGGTTTTTACTCCAGAAGAAATTTCTGGTATGATCTTGGGTAAGATGA 
AACAAATTGCCGAAGATTATTTAGGCACTAAGGTTACCCATGCTGTCGTTACTGTTCCTG 
CTTATTTCAATGACGCGCAAAGACAAGCCACCAAGGATGCTGGTACCATCGCTGGTTTGA 
ACGTTTTGAGAATTGTTAATGAACCAACCGCAGCCGCCATTGCCTACGGTTTGGATAAAT 
CTGATAAGGAACATCAAATTATTGTTTATGATTTGGGTGGTGGTACTTTCGATGTCTCTC 
TATTGTCTATTGAAAACGGTGTTTTCGAAGTCCAAGCCACTTCTGGTGATACTCATTTAG 
GTGGTGAAGATTTTGACTATAAGATCGTTCGTCAATTGATAAAAGCTTTCAAGAAGAAGC 
ATGGTATTGATGTGTCTGACAACAACAAGGCCCTAGCTAAATTGAAGAGAGAAGCTGAAA 
AGGCTAAACGTGCCTTGTCCAGCCAAATGTCCACCCGTATTGAAATTGACTCCTTCGTTG 
ATGGTATCGACTTAAGTGAAACCTTGACCAGAGCTAAGTTTGAGGAATTAAACCTAGATC 
TATTCAAGAAGACCTTGAAGCCTGTCGAGAAGGTTTTGCAAGATTCTGGTTTGGAAAAGA 
AGGATGTTGATGATATCGTTTTGGTTGGTGGTTCTACTAGAATTCCAAAGGTCCAACAAT 
TGTTAGAATCATACTTTGATGGTAAGAAGGCCTCCAAGGGTATTAACCCAGATGAAGCTG 
TTGCATACGGTGCAGCCGTTCAAGCTGGTGTCTTATCCGGTGAAGAAGGTGTCGAAGATA 
TTGTTTTATTGGATGTCAACGCTTTGACTCTTGGTATTGAAACCACTGGTGGTGTCATGA 
CTCCATTAATTAAGAGAAATACTGCTATTCCTACAAAGAAATCCCAAATTTTCTCTACTG 
CCGTTGACAACCAACCAACCGTTATGATCAAGGTATACGAGGGTGAAAGAGCCATGTCTA 
AGGACAACAATCTATTAGGTAAGTTTGAATTAACCGGCATTCCACCAGCACCAAGAGGTG 
TACCTCAAATTGAAGTCACATTTGCACTTGACGCTAATGGTATTCTGAAGGTGTCTGCCA 
CAGATAAGGGAACTGGTAAATCCGAATCTATCACCATGACTAACGATAAAGGTAGATTAA 
CCCAAGAAGAGATTGATAGAATGGTTGAAGAGGCTGAAAAATTCGCTTCTGAAGACGCTT 
CTATCAAGGCCAAGGTTGAATCTAGAAACAAATTAGAAAACTACGCTCACTCTTTGAAAA 
ACCAAGTTAATGGTGACCTAGGTGAAAAATTGGAAGAAGAAGACAAGGAAACCTTATTAG 
ATGCTGCTAACGATGTTTTAGAATGGTTAGATGATAACTTTGAAACCGCCATTGCTGAAG 
ACTTTGATGAAAAGTTCGAATCTTTGTCCAAGGTCGCTTATCCAATTACTTCTAAGTTGT 
ACGGAGGTGCTGATGGTTCTGGTGCCGCTGATTATGACGACGAAGATGAAGATGACGATG 
GTGATTATTTCGAACACGACGAATTGTAG . 

YJL034W, 682 aa (SEQ ID NO 144) 

MFFNRLSAGKLLVPLSWLYALFWILPLQNSFHSSNVLVRGADDVENYGTVIGIDLGTT 
YSCVAVMKNGKTEILANEQGNRITPSYVAFTDDERLIGDAAKNQVAANPQNTIFDIKRLI 
GLKYNDRSVQKDIKHLPFNVVNKDGKPAVEVSVKGEKKVFTPEEISGMILGKMKQIAEDY 
LGTKVTHAWTVPAYFNDAQRQATKDAGTIAGLNVLRIVNEPTAAAIAYGLDKSDKEHQI 
IVYDLGGGTFDVSLLSIENGVFEVQATSGDTHLGGEDFDYKIVRQLIKAFKKKHGIDVSD 
NNKALAKLKREAEKAKRALSSQMSTRIEIDSFVDGIDLSETLTRAKFEELNLDLFKKTLK 
PVEKVLQDSGLEKKDVDDIVLVGGSTRIPKVQQLLESYFDGKKASKGINPDEAVAYGAAV 
QAGVLSGEEGVEDI VLLDVNALTLGI ETTGGVMTPLIKRNTAI PTKKSQ I FSTAVDNQPT 
VMIKVYEGERAMSKDNNLLGKFELTGIPPAPRGVPQIEVTFALDANGILKVSATDKGTGK 
SESITITNDKGRLTQEEIDRMVEEAEKFASEDASIKAKVESRNKLENYAHSLKNQVNGDL 
GEKLEEEDKETLLDAANDVIiEWLDDNFETAIAEDFDEKFESLSKVAYPITSKLYGGADGS 
GAADYDDEDEPDDGDYFEHDEL 

YJL035C, 1253 bp, CDS: 501-1253 (SEQ ID NO 145) 

TACCTAAGTCAATACCGATAACAGTTCCGTAGTTTTCTACATCATCGGCACCTCTAACTA 
AAACATTGGAGGAGTGGAAAGAATTCTGTAAAGGTAATATTACCACGAAAAGGGCGTACA 
GGACCACGGAGAGTGGTACCAGCAGCTTGCCAGCGCTTAGTCTGTTGAAAAACATGGTAT 
GTTTGATACGCTTTTTCCCTTGAGACTACTCTTGGGGACTTTAAAAAAGTAAAACAGTAA 
CACGTTAATCTTTAGAATTACATAGCCATATTTATATCTTCCAGAGAACCCTTTTCGTGT 
CCTTTATATAAAAAAGCAACTTTTTCGACACGCTGTCCAGTTCCTCGGGTGCCGCGCCGG 
GTGAAATTTCCAGAAGGTTCTATTAAAATAGAAAGTTGCAGCTAACATAGCAAAATTAGA 
TGAATGATGAGTCCTAATGGGATCTACACTTTGCTCGAGAAGCGGCTGGTGGCTGCGGTA 
AAAACTAGAGGACTCACACTATGCAGCATATTAAACATATGAGGACAGCTGTCCGTTTGG 
CTAGATACGCTCTTGACCACGATGAGACACCGGTAGCTTGCATCTTTGTACATACGCCAA 
CTGGCCAGGTGATGGCTTATGGCATGAACGATACGAACAAGTCATTAACTGGAGTAGCAC 
ATGCTGAGTTCATGGGGATCGATCAGATCAAGGCGATGTTGGGCTCCCGAGGAGTTGTTG 
ACGTGTTCAAAGACATTACTCTATATGTTACTGTAGAACCGTGTATAATGTGTGCATCTG 
CTCTCAAGCAATTAGACATTGGAAAGGTGGTGTTCGGTTGTGGCAACGAGAGATTTGGAG 
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GCAACGGTACTGTCTTGTCAGTAAATCATGATACGTGTACATTAGTGCCCAAGAACAATA 
GTGCGGCAGGGTACGAGAGTATACCGGGGATCTTGAGGAAAGAAGCAATAATGCTGCTGA 
GATACTTTTATGTAAGACAAAATGAAAGGGCGCCAAAGCCACGGTCCAAGAGTGACAGAG 
TGTTGGATAAAAACACGTTTCCGCCTATGGAATGGTCAAAGTATCTTAATGAAGAAGCAT 
TCATTGAGACTTTTGGTGATGATTACAGGACTTGTTTTGCGAATAAAGTTGACTTGTCCA 
GTAATAGCGTCGATTGGGATTTGATTGACTCCCACCAAGATAATATAATCCAAGAACTGG 
AAGAACAATGCAAAATGTTTAAGTTTAATGTACATAAGAAATCTAAGGTTTGA 

YJL035C, 250 aa (SEQ ID NO 146) 

MQHIKHMRTAVRLARYALDHDETPVACIFVHTPTGQVMAYGMNDTNKSLTGVAHAEFMGI 
DQIKAMLGSRGWDVFKDITLYVTVEPCIMCASALKQLDIGKWFGCGNERFGGNGTVLS 
WHDTCTLVPKNNSAAGYESIPGILRKEAIMLLRYFYVRQNERAPKPRSKSDRVLDKNTF 
PPMEWSKYLNEEAFIETFGDDYRTCFANKVDLSSNSVDWDLIDSHQDNIIQELEEQCKMF 
KFNVHKKSKV 

YJL070C, 3167 bp, CDS: 501-3167 (SEQ ID NO 147) 

TCCCCTGATGGTCAAATACTGTGCATGGCATCCCGTGCAGTCAAGGATGCTTTGAGACTA 
GTTCATCTGCCTTCTTGTAGCGTGTTCAGCAACTGGCCTACCAGCGGGACGCCTTTGGGT 
AAAGTTACCAGTGTCGCATTTTCGCCATCTGGTGGGCTACTGGCCGTGGGTAACGAACAA 
GGTAAAGTGAGGCTCTGGAAATTAAACCACTACTAAATTTCCATTTATAGACAAACTTAG 
ATATTAAAAGCAATGTACAAATACATACACAAAATATCACTGTAAAAAAATTGCGAAGAA 
ACTTGAAATTGAATATGATTCTGCCCACTTTTTTCTTGCTGTCATTTATAGTCAGAAATG 
AAAAATTGTCCGAGAAATTAAATATAATATATGGAAAAAAAGGGGACATTGAGTTTAAAG 
AATTTGATTAAAATGTCCTCTCAATATCCTCTGTAAGAGTTATCTAAATCTCACTTTACT 
TATTCATCTCGCTGGGAATTATGCAGGCGGTAGAGAGAAGGCCCTCGTTACTCTTTGACG 
• AATATCAAAATTCTGTTACTAAGCCTAATGAGACGAAGAATAAAGAAGCCAGGGTCTTGT 
CAGAGAATGACGGTGATGTCTCCCCATCTGTTTTGAAACAGAAGGAAATATCAGTCGATG 
ATATGGATATGATTTCTTTGCCCACGGAATTTGACAGGCAAATGGTTTTAGGTTCACCTA 
TGTTTTTCGATCTTGAAGACGAAGAAAACAAAATTGATCCACTTCCTTCAGTTTCCCATC 
ATTATGGAAATGGAGAAAGTGACAGCTTTGTCTCATCGTACACGCCCTCAAATCTGAAAA 
CGGGTGAAGAAACTAAAGATCTTTTCATTAATCCGTTTGAATTGGTTTCTCAAATGAGAA 
AAAGATACATTGCTGCTTCCAAACAAGATGGCATTTCAAACATAAAAAATGACACTGAAA 
AGTGGTTTTTATACCCAAAACCACTGCCAAAGTTTTGGAGATTTGAAGACGATAAACGAT 
TCCAAGATCCCTCTGACTCTGACTTAAATGACGATGGAGACAGTACTGGGACCGGAGCCG 
CTACACCGCACCGCCATGGCTACTATTACCCAAGTTACTTTACCGATCACTACTACTACT 
■ ACACAAAATCTGGTTTGAAAGGAAAAGGAAATATAAAAGTACCATACACCGGTGAATATT 
TCGATTTAGAGGATTACAAAAAACAATACATTTACCATTTAAGTAATCAGGAAAATACGC 
AAAACCCACTTTCACCTTATTCTAGTAAGGAGGAGTCACTAGAGGAAGAATTTTTAACAG 
ATGTGCCTACGTTTCAAGAATTTAGGGATGATTTTGCATACATAATAGAGTTAATCCAAT 
CTCATAAATTCAACGAGGTTTCACGAAAGCGATTATCTTATTTATTAGATAAATTTGAAT 
'TGTTTCAGTACCTAAACTCTAAGAAAGAAATTTTAGCTAATAA/yy^TGTTCCCTACAGAG 
ATTTTTATAATTCTCGTAAGGTAGATCGAGACTTGTCTTTAAGTGGTTGTATTTCTCAAC 
GTCAATTGAGTGAATATATATGGGAGAAAATAAATTTAGAACCTGAAAGGATAGTTTATC 
AAGACCCGGAAACGTCAAGGAAACTCAGTTTGAGAGACATTTTTCAGTTTGGTTGTTCTT 
CTAATGACCAACCCATTGCGATTGGGTTGAAATTGATTGATGATGAATTCTTGGATTGGT 
ATAGAAATATTTACCTAATAGATTACCATCTAACTCCTAACAAAGTAGCAAAGTTGGTCG 
GCAAAGAAATGAGGTTTTACCTATTAGCCAAAGTGTTTCTGGAGTTTGATAATTTCATTG 
AAGGTGAGTACCTAGCAGAAATTTTCATAAAATACGTTATTCATATCCTCGAAAAATCAA 
AGTACCAATTGGCCCAAGTATCAGTTAATTTTCAATTCTATTCCAGTGGTGAAGACTGGT 
ACAAGAAATTTTCTCAATGGTTGCTACGATGGAAGCTAGTATCGTATAATATCCGCTGGA 
ATATACAAATTGCCAGGATTTTTCCCAAACTATTCAAGGAAAATGTCGTGTCAAATTTCC 
AGGAGTTTTTGGATCTTATCTTCAATCCTTTATTCACTCTGGAAAAGGAGCAGTTACCAA 
TAGATTCATCTGTAAATACTGATATCATTGGTCTGCAGTTTTTTTTATCAAATGTGTGTT 
CTATGGATCTGGTCATTAAAGAGTCGGATGAATATTACTGGAAAGAATTTACTGATATGA 
ATTGTAAGCCAAAATTTTGGACAGCACAGGGTGACAATCCAACTGTTGCGCATTACATGT 
ATTATATTTATAAAAGTTTAGCGAAAGTTAATTTTCTGCGGTCACAAAATCTTCAAAATA 
CAATCACCCTAAGAAATTATTGTTCTCCACTATCCAGCAGAACTTCCCAATTTGGAGTGG 
ATTTATATTTTACAGATCAAGTTGAATCGTTAGTGTGCAACTTACTGCTTTGTAATGGTG 
GTCTGCTACAGGTAGAACCGCTTTGGGATACTGCAACAATGATTCAATATTTATTTTATC 
TCTTTCAAATACCCATTTTAGCTGCGCCATTATCATCTGTTTCATTACTGAATTCGCAAA 
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AATCGACCTTTTTGAAGAATAAAAACGTGGTTCTAGAACATGATTATTTGAAAGACCAGG 
AAACAGCCAAAATCAATCCTTCTAGAGATATCACTGTGGGCGAACAAAGATCATATGAGA 
CAAATCCTTTCATGAAAATGTTTAAGATGGGACTAAAAATTTCTTTATCATCAAAATCGA 
TTCTTTACAATAGTTCATACACGCTAGAACCTCTCATTGAAGAATACAGTGTAGCAGCAA 
GTATTTACTTGCTGAACCCAACAGATTTGTGCGAGTTGTCGAGAACAAGTGTGCTATCTA 
GTGGCTATGAAGGTTGGTACAAGGCTCATTGGATTGGCGTTGGAGTTAAAAAGGCGCCTT 
ACTTTGAGGAGAACGTGGGTGGGATAGATAATTGGTACGATACAGCGAAAGATACCTCGA 
TAAAGCACAACGTTCCGATGATTAGAAGAAGATATAGAAAGGAGACATTGGATCAAGAGT 
GGAACTTCGTTCGGGATCACTTTGGAGTAATTAACTCCATTTGGTAG 

YJL070C, 888 aa (SEQ ID NO 148) 

MQAVERRPSLLFDEYQNSVTKPNETKNKEARVLSENDGDVSPSVLKQKEISVDDMDMISL 
PTEFDRQMVLGSPMFFDLEDEENKIDPLPSVSHHYGNGESDSFVSSYTPSNLKTGEETKD 
LFINPFELVSQMRKRYIAASKQDGISNIKNDTEKWFLYPKPLPKFWRFEDDKRFQDPSDS 
DLNDDGDSTGTGAATPHRHGYYYPSYFTDHYYYYTKSGLKGKGNIKVPYTGEYFDLEDYK 
KQYIYHLSNQENTQNPLSPYSSKEESLEEEFLTDVPTFQEFRDDFAYIIELIQSHKFNEV 
SRKRLSYLLDKFELFQYLNSKKEILANKNVPYRDFYNSRKVDRDLSLSGCISQRQLSEYI 
WEKINLEPERIVYQDPETSRKLSLRDIFQFGCSSNDQPIAIGLKLIDDEFLDWYRNIYLI 
DYHLT PNKVAKLVGKEMRF YLL AKVFLEFDNF I EGE YLAE I F I KYVI HI LEKSKYQL AQV 
SWFQFYSSGEDWYKKFSQWLLRWKLVSYNIRWNIQIARIFPKLFKENWSNFQEFLDLI 
FNPLFTLEKEQLPIDSSWTDIIGLQFFLSNVCSMDLVIKESDEYYWKEFTDMNCKPKFW 
TAQGDNPTVAHYMYYIYKSLAKVNFLRSQNLQNTITLRNYCSPLSSRTSQFGVDLYFTDQ 
VESLVCNLLLCNGGLLQVEPLWDTATMIQYLFYLFQIPILAAPLSSVSLLNSQKSTFLKN 
KWLLEHDYLKDQETAKINPSRDITVGEQRSYETNPFMKMFKMGLKISLSSKSILYNSSY 
TLEPLIEEYSVAASIYLLNPTDLCELSRTSVLSSGYEGWYKAHWIGVGVKKAPYFEENVG 
GI DNWYDTAKDTS IKHWPMI RRRYRKETLDQEWNFVRDHFGVINS I W 

YJL078C, 3146 bp, CDS: 501-3146 (SEQ ID NO 149) " ' 

TTTTTCTTCGCACATGGCTGGTTCTGCTGGAGGCGGCTGGGTGTTTATAGTTACCGCAAT 

. GC AGGTCGCTTCGTTTACTTTTCTCTGCGTGCTCGAGAACTGATAAATACTGGTTTAGGA 
AAACCGTCCACTTATGGATTTAACAAGGAGGTGAAAGGTAGGTACCATGGCAATATAGCT 

. AGCAACGCTACGCACTAGCTGTGTGTGCTTGCTCTCTTGTGTTGGTCTTTCGTATATTGC 
GGGTTCGCGCGGTTAATTCAACAACAAATATGGTATCTAGGCAGGGACCCAGCAACGGAA 
GGATGTAATTGCTATATAGGGCCGATGAAACAGTTCTCATGTTTCAACTCGGTCGAAGAA 
TTCTCTAAAACATATTCTATACTTCAAAGTTTTTAGCTTCTTGCTTTTCGGTAGTTGCCA 
AACCAATATCGGCATAAAATTATAATTGCTGCACCCCTGCAACTCCAAACAACTTAAAAC 
AACTTAAAACGAAAACGCTTATGCTGGAGTTTCCAATATCAGTTCTGCTAGGATGCCTAG 
TAGCCGTCAAGGCACAAACCACGTTTCCAAACTTCGAGAGCGATGTGCTGAACGAGCATA 
ACAAGTTCAGAGCGCTACATGTTGACACAGCGCCGCTCACCTGGTCCGACACTCTGGCCA 
CCTATGCGCAGAACTACGCCGACCAATATGATTGTTCGGGTGTCTTAACGCATTCCGATG 
GCCCATATGGTGAGAACCTTGCCCTTGGTTACACAGACACGGGAGCGGTGGACGCCTGGT 
ACGGGGAGATAAGCAAGTATAATTATTCAAATCCCGGATTTTCTGAATCCACGGGTCACT 
TCACACAGGTGGTTTGGAAGTCAACCGCCGAGATTGGATGTGGTTATAAATATTGTGGTA 
CGACATGGAACAATTATATTGTGTGCTCCTACAACCCTCCTGGAAACTACCTGGGTGAGT 
TTGCAGAGGAAGTGGAACCACTTATAAGCACTGTTTCCTCGTCCTCATCCTCGTCCTCTT 
CTACCTCAACTACATCAGACACAGTCTCCACCATCTCATCCAGTATTATGCCCGCTGTAG 
CGCAAGGGTATACAACAACGGTATCGTCTGCGGCTAGCAGCAGTTCTTTAAAATCGACGA 
CCATAAACCCTGCCAAGACCGCTACCCTCACTGCGTCCTCTTCTACCGTAATTACTAGTA 
GCACAGAATCAGTTGGATCCTCCACTGTCTCATCAGCCTCAAGCTCTTCTGTCACTACTT 
CCTATGCTACCTCCTCGAGTACCGTCGTCTCTAGTGATGCTACTTCATCCACTACCACCA 
CCTCATCGGTTGCTACATCGTCCAGTACCACTTCTTCCGACCCTACCTCGAGCACTGCTG 
CTGCTTCTTCTTCTGATCCTGCCTCAAGTTCCGCTGCCGCTTCCTCCAGCGCGAGTACCG 
AGAACGCCGCTTCTTCTAGCAGCGCCATCTCGAGCTCTTCATCAATGGTTTCTGCTCCTT 
TGAGTAGTACTCTTACTACTTCCACCGCAAGCTCCAGAAGTGTAACTTCCAATTCAGTTA 
ATTCTGTTAAGTTTGCAAACACAACTGTGTTTTCTGCTCAAACAACCTCTTCTGTAAGCG 
CCTCATTATCATCATCTGTAGCTGCTGACGATATTCAGGGTAGCACTTCCAAGGAGGCCA 
CAAGCTCAGTTTCCGAACATACTAGTATAGTAACTAGTGCAACTAATGCTGCCCAATATG 
CAACGAGACTTGGGTCATCTTCCAGAAGTTCTTCCGGGGCCGTCTCTTCCTCAGCTGTGT 
CGCAATCTGTTCTGAATTCCGTTATAGCCGTCAACACCGACGTATCTGTAACCTCAGTTA 
GTAGCACAGCCCATACCACAAAGGACACCGCCACCACTTCAGTAACCGCCTCAGAAAGTA 
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TCACTTCGGAAACTGCTCAGGCTTCAAGTTCAACAGAGAAGAATATTAGTAACAGTGCCG 
CCACATCGAGTAGCATTTACTCCAACAGTGCTTCTGTGTCAGGACACGGTGTAACATACG 
CTGCCGAATACGCCATTACATCCGAGCAATCCTCTGCGCTTGCCACATCTGTGCCTGCTA 
CAAATTGCTCTAGTATCGTGAAGACCACAACTTTAGAAAATTCGAGTACCACAACCATCA 
CAGCCATTACTAAGAGTACTACAACCTTGGCCACTACTGCTAACAACTCCACAAGGGCAG 
CTACCGCAGTAACCATAGATCCCACATTGGACCCTACCGACAACTCAGCTAGTCCAACCG 
ACAATGCTAAACACACCTCTACATATGGATCTTCTTCCACAGGCGCATCTTTAGATAGCT 
TACGCACAACCACCAGTATTAGTGTCTCAAGCAACACCACACAGTTAGTCTCTACCTGCA 
CTTCCGAGAGCGATTATTCCGATAGTCCTAGCTTCGCCATCTCCACTGCCACCACCACTG 
AAAGCAATCTGATCACAAACACCATCACAGCTTCTTGTAGTACGGATAGTAATTTCCCTA 
CCTCCGCTGCTTCTTCTACAGATGAGACGGCCTTCACTAGAACAATCTCGACATCTTGTA 
GCACTTTGAACGGCGCCTCAACCCAAACCAGTGAGCTAACCACATCGCCTATGAAAACCA 
ACACGGTGGTTCCAGCTTCTTCTTTCCCTTCAACTACAACCACTTGTCTAGAAAATGATG 
ACACTGCCTTTTCTAGTATCTACACTGAAGTCAACGCCGCAACTATCATTAACCCCGGAG 
AAACATCTTCTCTCGCTAGCGATTTCGCCACATCTGAAAAGCCAAACGAGCCCACTTCTG 
TCAAATCCACCTCAAACGAAGGCACCTCTTCCACAACAACAACCTACCAACAGACTGTTG 
CTACACTGTATGCCAAGCCCTCCAGCACAAGCCTAGGTGCAAGAACAACTACTGGTAGCA 
ACGGTCGTTCAACTACCAGCCAACAAGACGGGTCTGCCATGCATCAGCCAACTTCCTCGA 
TCTACACTCAACTAAAAGAAGGCACATCAACCACCGCAAAACTTTCTGCATACGAAGGTG 
CTGCAACACCTCTTTCCATTTTCCAGTGCAATAGTCTAGCTGGAACGATTGCCGCTTTTG 

TCGTAGCTGTTCTGTTCGCCTTCTAG 
YJL078C, 881 aa (SEQ ID NO 150) 

MLEFPISVLLGCLVAVKAQTTFPNFESDVLNEHNKFRALHVDTAPLTWSDTLATYAQNYA 
DQYDCSGVLTHSDGPYGENLALGYTDTGAVDAWYGEISKYNYSNPGFSESTGHFTQWWK 
STAEIGCGYKYCGTTWNNYIVCSYNPPGNYLGEFAEEVEPLISTVSSSSSSSSSTSTTSD 
TVSTISSSIMPAVAQGYTTTVSSAASSSSLKSTTINPAKTATLTASSSTVITSSTESVGS 
STVSSASSSSVTTSYATSSSTWSSDATSSTTTTSSVATSSSTTSSDPTSSTT^SSSDP 
ASSSAAASSSASTENAASSSSAISSSSSMVSAPLSSTLTTSTASSRSVTSNSVNSVKFAN 
TTVFSAQTTSSVSASLSSSVAADDIQGSTSKEATSSVSEHTSIVTSATNAAQYATRLGSS 
SRSSSGAVSSSAVSQSVLNSVIAVNTDVSVTSVSSTAHTTKDTATTSVTASESITSETAQ 
ASSSTEKNISNSAATSSSIYSNSASVSGHGVTYAAEYAITSEQSSALATSVPATNCSSIV 
KTTTLENSSTTTITAITKSTTTLATTAJSfNSTRAATAVTIDPTLDPTDNSASPTDNAKHTS 
TYGSSSTGASLDSLRTTTSISVSSNTTQLVSTCTSESDYSDSPSFAISTATTTESNLITN 
TITASCSTDSNFPTSAASSTDETAFTRTISTSCSTLNGASTQTSELTTSPMKTNTWPAS 
SFPSTTTTCLENDDTAFSSIYTEVNAATIINPGETSSLASDFATSEKPNEPTSVKSTSNE 
GTSSTTTTYQQTVATLYAKPSSTSLGARTTTGSNGRSTTSQQDGSAMHQPTSSIYTQLKE 
GTSTTAKLSAYEGAATPLSIFQCNSLAGTIAAFWAVLFAF 

.YJL179W, 830 bp, CDS: 501-830 (SEQ ID NO 151) 

TTGCATTATCAACTATAATTCCATTTCCTAGAGGAGTTTTTATAGTCCTGCCATCTAATT 
GTAGAGCAATCTTTCCTTTCTCAACATCCCTATTTAGTGACACCTTTTCCCAAAACTTCT 
GTGAAGTTTTGCTCAATCTATTTGTTTCCGTAGGAGTGTTATTCTCAATCGTGTTGTCTG 
TCCCCAGTGGCTGGGCATTTAATGAGTAGAATCGGGGCAGTTTCAATCTTATGGAATTCA 
CAATGAAGCATCCCTTCCTTAATGATGGCAGCATTCCGTATTCTCTTTTGTAGGGTTTCG 
TTTGCCTTCAAGTGTTTTGTTCTTATTTAGCCTTTTCCTTTACCTTAATTTTTTTCTTTT 
CTCTGAAGAAAATGAATGAGTTTAAAGATATAGCAATTAAAAAGTAACAGTGAAGAAATT 
TCTCAGATGAGCAGATGGGAATTAAAGAACTATCTACAGAGCTCTTTACTAAATTGAATC 
AATAATACATACTTACAAACATGTCAGAGATAGCACAAGAAATGACAGTGAGCTTAAGAA 
ACGCCAGGACACAATTGGATATGGTCAATCAGCAGCTAGCATATTTGGACAGACAAGAAA 
AGCTTGCTGAATTGACAAAGAAAGAAGTAGAGTCTTATCCAACGGACAAAGTATGGAGAT 
CTTGCGGTAAATCGTTTATCTTACAGGATAAATCCAAATACGTTAATGATTTATCACATG 
CCGAAACTGTTCTTCTGGATCAAAGAAAAACATTAAAGATAAAGAAGAACTATTTAGAAA 
CTACTGTTGAAAAAACAATAGACAATCTAAAGGCATTGATGAAGAATTAA 

YJL17 9W, 109 aa (SEQ ID NO 152) 

MSQIAQEMTVSLRNARTQLDMVNQQLAYLDRQEKLAELTKKELESYPTDKVWRSCGKSFI 
LQDKSKYVNDLSHAETVLLDQRKTLKIKKNYLETTVEKTIDNLKALMKN 

YJL180C, 1478 bp, CDS: 501-1478 (SEQ ID NO 153) 
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AATAGTTCTTCTTTATCTTTAATGTTTTTCTTTGATCCAGAAGAACAGTTTCGGCATGTG 
ATAAATCATTAACGTATTTGGATTTATCCTGTAAGATAAACGATTTACCGCAAGATCTCC 
ATACTTTGTCCGTTGGATAAGACTCTAGTTCTTTCTTTGTCAATTCAGCAAGCTTTTCTT 
GTCTGTCCAAATATGCTAGCTGCTGATTGACCATATCCAATTGTGTCCTGGCGTTTCTTA 
AGCTCACTGTCATTTCTTGTGCTATCTGTGACATGTTTGTAAGTATGTATTATTGATTCA 
ATTTAGTAAAGAGCTCTGTAGATAGTTCTTTAATTCCCATCTGCTCATCTGAGAAATTTC 
TTCACTGTTACTTTTTAATTGCTATATCTTTAAACTCATTCATTTTCTTCAGAGAAAAGA 
AAAAAATTAAGGTAAAGGAAAAGGCTAAATAAGAACAAAACACTTGAAGGCAAACGAAAC 
CCTACAAAAGAGAATACGGAATGCTGCCATCATTAAGGAAGGGATGCTTCATTGTGAATT 
CCATAAGATTGAAACTGCCCCGATTCTACTCATTAAATGCCCAGCCACTGGGGACAGACA 
ACACGATTGAGAATAACACTCCTACGGAAACAAATAGATTGAGCAAAACTTCACAGAAGT 
TTTGGGAAAAGGTGTCACTAAATAGGGATGTTGAGAAAGGAAAGATTGCTCTACAATTAG 
ATGGCAGGACTATAAAAACTCCTCTAGGAAATGGAATTATAGTTGATAATGCAAAGTCTC 
TCTTAGCATACCTATTAAAACTGGAGTGGTCGTCCCTATCCAGTCTTTCCATCAAAACTC 
ACTCTTTGCCACTAACTTCATTAGTGGCAAGATGCATAGATTTACAAATGACAAATGAGC 
CTGGCTGTGACCCTCAATTAGTTGCAAAGATTGGAGGCAACAGTGATGTTATAAAAAATC 
AGTTGTTAAGATATTTAGATACCGATACTTTATTGGTCTTTTCCCCTATGAATGAGTTTG 
AAGGAAGATTACGCAATGCGCAA7VATGAGTTATATATACCCATCATCAAAGGAATGGAAG 
AGTTTTTACGCAACTTTTCATCCGAGTCTAATATTCGACTACAAATTTTAGATGCCGACA 
TCCATGGGTTACGAGGCAATCAGCAGTCGGATATCGTTAAGAATGCAGCAAAAAAATATA 
TGAGCAGCTTATCACCATGGGATCTTGCAATTCTTGAAAAAACTGTATTAACCACAAAGT 
CCTTCATTTGCGGCGTGCTATTATTAGAAAATAAAAAAGATACTGCGAACTTAATTCCCG 
CCTTGAAAACTGATATGGATAATATTGTACGTGCCGCGACCTTAGAAACAATCTTCCAAG 
TTGAAAAGTGGGGAGAGGTTGAAGATACTCATGACGTTGACAATy^GAGACATCAGAAGAA 
AAATTCATACTGCTGCGATTGCTGCTTTTAAGCAATAA 

YJL180C, 325 aa (SEQ ID NO 154) 

MLPSLRKGCFIVNSIRLKLPRFYSLNAQPLGTDNTIENNTPTETNRLSKTSQKFWEKVSL 
NRDVEKGKIALQLDGRTIKTPLGNGIIVDNAKSLLAYLLKLEWSSLSSLSIKTHSLPLTS 
LVARCIDLQMTNEPGCDPQLVAKIGGNSDVIKNQLLRYLDTDTLLVFSPMNEFEGRLRNA 
QNELYIPIIKGMEEFLRNFSSESNIRLQILDADIHGLRGNQQSDIVKNAAKKYMSSLSPW 
DLAI LEKTVLTTKSF I CGVLLLENKKDTANLI PAIiKTDMDNI VRAATLET I FQVEKWGEV 
EDTHDVDKRDIRRKIHTAAIAAFKQ 

YJL181W. 2336 bp, CDS: 501-2336 (SEQ ID NO 155) 

GCAAGTCAGTACGATGCATCCTTGGATCAAGAAGGTGAGTCTGGAAACGGTGCTTCTAAT 
GGCGATGTTTACCATTATAATGAAGGGGACTTGGCTGCCTCCTTCAAGGGATGTAGATCA 
AGAGGTACGTGTGCTAGTGAAATAGGTCACATGTACCAGAAAATCAAGAAATCTTAGATG 
TGTGTAATCTTGCAATTTAGTTTCAAACAAGATCCTTGTATTTATATAAACAAAGATATA 

CTGTATTGATGCATTTTCCTTATGCTTAGTGACGCGTTTTCGCGCGTCAGTTTCAAGTTT 
TTCTTGGCTTTTTTTTTTTCATTTTCGTAAAGGGTCTTAAAAGGATTAAAAAATGCAGTA 
TTGAAATAAAGAACAATTACGAACGGTGAAGCTGCTATTTTGGTTATTATACCCTTCCAG 
GACAGTACGCGCAAACTATTATGGAGATATTCAAGGAAGAAGAAGAAGAAGCTTTTTCGG 
CGATAGAAGGTATAATATATGCCTGTGAGGTGTATGACCCTGTACCCCGTCATTTACATA 
AAAGCAAAACAAAGATCATCAATGCTGCTAAATTAATTATAGAAACGCATCTTTCATATT 
ATACAATACTCAATAACATTTCAGATATACAAGCCTATCTTTCTACTTGGCTTAGGGATC 
TTGGAACGACAGGTCCATACCAAACAATTCTTTCAGAAAGTATTTCTCTCATGTTTGACC 
GCACTGTATCTATCTTCAGGAAATGTACGATAGAGGGAGGTTTTCCACATTTGATCGCAC 
GTCTTTATCTCAGATTGAAAAGCTACCAGAAGCTCTTAAACGATGCAGGATTAAAGAATT 

ACAGGTATGACGAAGTTCATTACATATCGAACGGCACTTACTCATTAGTTGCATCGATGA 
AGATAGATCCTGCTGAAGTCATTAAAAGGGAACATTTTAGGCTTACAATTCCGAAATTTA 
ACATATCTAATATATTAATTGAAATTTTTCATTTGCTCGATGGATTAGCATTTTTTAAGG 
TGAACCCTGATAGTTTATCTATATCTACAGCTTCAGCAGAAACAATCTTTCGCAGTATCT 
CCGAAGGTAATCATCAGGTCCTAGAATTGGGGAGAAGTTTAATGTTTCCATTGTTGAGGA 
CTGGAGATTTTGAAATCTGTCGTATTGACGACGCGGGAGCTGTCATAACATTTACAGAAG 
CGAAGGATGT7VAAACTAGAAATAATCAGTCTGGATGAAGTTTCCTGGGTAATGCAGTGGA 
AATCTTGTCTTCAAAATTATGAGAGAAGGGCAGCAAATGACAGTTCATTTATCAAAACAC 
ACCTACAATTTAAGAAGGCCAACAATTTCAATGAAGATAATAATGGGCTAGGACTAATTG 
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TAGACAGAAATATTCCAACAGATGATTTTACGCTAGCTTCTACAAACCGTCAAAGTCCCC 
CGCCTTCAAATACTGGTTGTTCATTACACAGGTCTAAACCCTTGCATATCCCTTTATCAT 
CTGTTATTCGTGAAGACTTTTATGATAGCTCTCTAAATGAGCGTATATCTAAAGACGGAG 
ATAGCAGTTGTGAATCCTTCAGTGGCGCCGAAAGTATCTTATCAGACTACGATTTTCATG 
ATAATGAATTTTTTAACAACCAGTCACCTCATTATTTTTCAGAACACATAGACAATAACT 
CGAGAGAGGTGGTAATAACAGATGAAAATACGATAATATCTTTGGAAAATACCCAAGTAA 
GTCGGTGGTCAAATTACTCATGGCAAAAAATTTCACCGCATCAATTACAGGTCTCTATTA 
TCCAACTGCGCATGGGAAACTTCATTGTGGCTTATGATTCTGATTATAACCTTCATCAGT 
TCAAAATTCGTTTGTGTGACGATATAAAATGTATACAATCCACAGAGCAAGACATACAAA 
TACGTGTCCCGCTCGGCGCAATAATGTGCAGCGTCACTGGTATCTTGAATATTAGGACGA 
AGGACGCTGACAAGTTGCTTCGGGTATTAAGCTTTTATACCACTGACCACACGGAAGCTG 
TATCGCACTCAAACAATCAAGATGCTACTGCAAGTCCACTTTCGTCAGTTTCATCAGCAA 
TGGATCTCAAGCATTCATTACAGAAATGTTCCTCTACAATAATGCCCCAAGAGTTGACGC 
AGGACGTCATCGGTTCAAAATCAGACCTAATCAGTAATATTCGTCAAAAAATATAA 

YJL181W, 611 aa (SEQ ID NO 156) 

MEIFKEEEEEAFSAIEGIIYACEVYDPVPRHLHKSKTKIINAAKLIIETHLSYYTILNNI 
SDIQAYLSTWLRDLGTTGPYQTILSESISLMFDRTVSIFRKCTIEGGFPHLIARLYLRLK 
SYQKLLNDAGLKNFFSSYDYAFGVAYNLVNCSEYRYDEVHYISNGTYSLVASMKIDPAEV 
IKREHFRLTIPKFNISNILIEIFHLLDGLAFFKVNPDSLSISTASAETIFRSISEGNHQV 
LELGRSLMFPLLRTGDFEICRIDDAGAVITFTEAKDVKLEIISLDEVSWVMQWKSCLQNY 
ERRAANDSSFIKTHLQFKKANNFNEDNNGLGLIVDRNIPTDDFTLASTNRQSPPPSNTGC 
SLHRSKPLHIPLSSVIREDFYDSSLNERISKDGDSSCESFSGAESILSDYDFHDNEFFNN 
QSPHYFSEHIDNNSREWITDENTIISLENTQVSRWSNYSWQKISPHQLQVSIIQLRMGN 
FIVAYDSDYNLHQFKIRLCDDIKCIQSTEQDIQIRVPLGAIMCSVTGILNIRTKDADKLL 
RVLSFYTTDHTEAVSHSNNQDATASPLSSVSSAMDLKHSLQKCSSTIMPQELTQDVIGSK 
SDLISNIRQKI 

YJL187C, 2960 bp, CDS: 501-2960 (SEQ ID NO 157) 

TCTTGCAACCATCGTCCTCTAAGGAAAGAAATGTGGCACCTTTAAATAGGTTCCACCTCA 
CAGATGCCAACATGTGGGAGATAGGGGGGTATTCGCAATTTATTAACGTCTCTAGTACTG 
GTAAGCCTTTCTAACATTCTTGTGGTCACGTGATGTGTATGTTTCTTTTTTTTATTCCTC 
CGGGTGATAACGACGCGAAAAATATTTTTTCATTTTTCTTTTAACCATCACAATTTGCGA 
CGCGACGCGAAAAAAATGCAGAGAAGTAAAAGAATGCTGGATAAGAAATCAACAACACAG 
TTGAACATTGGCGTGCCCCTGTGTATTAAGTAAAGGTTGTCCAAGAGGCTCTTTTTTGTA 
TGTATGCGTGTGTTAACTATCCTGCACATCATCTTGCGCAGTTAGTCCAATAAAAAAGGA 
TTACTACTGAACAGGTCTTACTATTTTTGATTGCGTAGTGCTGGGGAAAAGTAAACACAC 
ACAGGCGCACACGAGAACAGATGAGTTCTTTGGACGAGGATGAAGAGGACTTCGAAATGC 
TGGACACGGAGAACCTCCAGTTTATGGGGAAGAAGATGTTTGGCAAACAGGCCGGCGAAG 
ACGAGAGTGATGATTTTGCTATAGGGGGTAGCACCCCGACCAATAAACTGAAATTTTATC 
CATATTCGAACAACAAATTGACAAGAAGTACGGGGACCTTGAACCTGTCATTAAGTAATA 
CAGCTTTGTCAGAGGCTAACTCCAAATTTCTTGGGAAAATTGAAGAAGAGGAAGAAGAGG 
AGGAAGAAGGCAAGGATGAGGAAAGCGTGGATTCTCGTATTAAAAGGTGGTCTCCGTTCC 
ATGAAAATGAAAGTGTTACTACTCCTATTACAAAAAGATCTGGGGAAAAAACGAACAGTC 
CTATTTCTCTCAAACAATGGAACCAGCGATGGTTTCGGAAAAATGATGCTCGCACTGAAA 
ATACATCCTCATCCTCTTCATATAGCGTCGCTAAACCTAACCAATCAGCCTTTACGTCTT 
CGGGCCTCGTATCTAAAATGTCTATGGACACTTCGTTATACCCTGCGAAATTGAGGATAC 
CAGAAACACCAGTGAAAAAATCACCCTTAGTGGAGGGAAGAGACCATAAGCATGTCCACC 
TTTCGAGTTCGAAAAATGCATCGTCTTCTCTAAGTGTTTCCCCTTTAAATTTTGTTGAAG 
ACAATAATTTACAAGAAGACCTTTTATTTTCAGATTCTCCGTCTTCGAAAGCTTTACCTT 
CCATCCATGTACCAACCATAGACTCATCCCCACTGAGCGAGGCAAAATATCATGCACATG 
ATCGTCACAATAACCAGACAAACATCCTGTCTCCCACTAATAGCTTGGTTACCAACAGCT 
CTCCACAAACATTGCATTCTAACAAGTTCAAAAAAATCAAAAGAGCAAGGAATTCGGTTA 
TTTTGAAAAATAGAGAGCTAACAAACAGTTTACAACAATTCAAAGATGATTTATACGGCA 
CGGACGAGAATTTCCCACCTCCAATCATAATATCAAGTCATCATTCT^CTAGAAAGAACC 
CTCAACCTTATCAATTTCGTGGACGCTATGACAATGACACTGACGAAGAGATCTCCACTC 
CAACAAGACGAAAATCTATTATTGGGGCAACATCTCAAACACATAGAGAAAGCAGACCAT 
TGTCACTCTCCTCTGCCATCGTGACAAACACAACAAGTGCAGAGACGCATTCCATATCTT 
CCACCGATTCTTCGCCGTTAAATTCCAAAAGGCGTCTAATCTCTTCAAATIU^GTTATCAG 
CAAATCCAGATTCCCATCTTTTCGAAAAATTTACGAATGTGCATTCCATTGGTAAAGGCC 
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AGTTTTCCACGGTCTACCAGGTTACGTTTGCCCAAACAAACAAAAAGTATGCAATCAAAG 
CCATTAAACCAAACAAATATAATTCCTTGAAACGCATATTACTGGAAATTAAAATACTAA 
ACGAGGTAACAAACCAAATTACAATGGATCAAGAAGGGAAGGAATACATCATCGATTACA 
TCAGTTCCTGGAAGTTTCAAAATTCATACTATATTATGACAGAATTGTGCGAAAATGGTA 
ATTTGGATGGATTTTTACAAGAGCAAGTTATCGCAAAGAAAAAAAGGTTGGAAGATTGGA 
GAATTTGGAAAATCATCGTGGAATTAAGCCTGGCTTTACGATTCATCCATGATTCTTGTC 
ACATTGTGCATCTGGACTTGAAACCCGCAAACGTCATGATCACATTTGAAGGTAACCTAA 
AACTAGGTGACTTTGGAATGGCTACTCATTTACCGTTGGAGGATAAAAGTTTTGAAAATG 
AAGGTGACAGAGAATATATTGCACCAGAAATCATTTCTGATTGTACGTACGATTACAAGG 
CAGATATTTTTTCCCTGGGTCTGATGATTGTTGAAATTGCAGCGAACGTTGTGTTACCTG 
ACAATGGCAACGCATGGCATAAGTTGAGATCGGGTGATTTATCGGATGCAGGAAGATTAA 
GTTCCACAGATATTCATTCTGAATCATTATTTTCAGACATTACGAAAGTAGATACAAATG 
ATTTATTTGATTTTGAAAGAGACAATATCAGTGGTAATAGTAACAACGCTGGCACCTCCA 
CTGTTCATAACAATAGTAATATCAACAACCCTAATATGAATAATGGCAACGATAATAATA 
ATGTCAATACTGCCGCTACCAAGAATCGTCTTATTTTGCATAAAAGTTCTAAAATTCCCG 
CATGGGTACCGAAATTTCTTATTGATGGTGAATCACTTGAGAGAATAGTACGATGGATGA 
TAGAGCCCAATTATGAGAGAAGGCCCACGGCAAATCAAATCTTACAAACTGAGGAATGCC 
TGTATGTAGAAATGACACGCAATGCAGGTGCTATTATCCAGGAAGACGACTTTGGACCTA 
AGCCAAAATTTTTTATATGA 

YJL187C, 819 aa (SEQ ID NO 158) 

MSSLDEDEEDFEMLDTENLQFMGKKMFGKQAGEDESDDFAIGGSTPTNKLKFYPYSNNKL 
TRSTGTLNLSLSNTALSEANSKFLGKIEEEEEEEEEGKDEESVDSRIKRWSPFHENESVT 
TPITKRSAEKTNSPISLKQVWQRWFPKNDARTENTSSSSSYSVAKPNQSAFTSSGLVSKM 
SMDTSLYPAKLRIPETPWKSPLVEGRDHKHVHLSSSKNASSSLSVSPLNFVEDNNLQE^ 
LLFSDSPSSKALPSIHVPTIDSSPLSEAKYHAHDRHNNQTNILSPTNSLVTNSSPQTLHS 
NKFKKIKRARNSVILKNRELTNSLQQFKDDLYGTDENFPPPIIISSHHSTRKNPQPYQFR 
GRYDNDTDEEISTPTRRKSIIGATSQTHRESRPLSLSSAIVTNTTSAETHSISSTDSSPL 
NSKRRLISSNKLSANPDSHLFEKFTNVHSIGKGQFSTVYQVTFAQTNKKYAIKAIKPNKY 
^ NSLKRILLEIKILNEVTNQITMDQEGKEYIIDYISSWKFQNSYYIMTELCENGNLDGFLQ 
EQVIAKKKRLEDWRIWKIIVELSLALRFIHDSCHIVHLDLKPANVMITFEGNLKLGDFGM 
ATHLPLEDKSFENEGDREYIAPEIISDCTYDYKADIFSLGLMIVEIAANWLPDNGNAWH 
KLRSGDLSDAGRLSSTDIHSESLFSDlTKVDTNDLFDFERDNISGNSNNAGTSTVHNNSN 
INNPlSnyiNNGNDN]SINWTAATK^ 

RPTANQILQTEECLYVEMTRNAGAIIQEDDFGPKPKFFI 

YJL188C, 809 bp, CDS: 501-809 (SEQ ID NO 159) 

AATTCCCGCATGGGTACCGAAATTTCTTATTGATGGTGAATCACTTGAGAGAATAGTACG 
ATGGATGATAGAGCCCAATTATGAGAGAAGGCCCACGGCAAATCAAATCTTACAAACTGA 
GGAATGCCTGTATGTAGAAATGACACGCAATGCAGGTGCTATTATCCAGGAAGACGACTT 
TGGACCTAAGCCAAAATTTTTTATATGATAAATGGAACAAAAAACCTTGTTTTATTTACA 
TACTTTTTTCCCACACGTGCTTATGGGCCGCATTGTATAAATAATCCAATAACGAAAAAG 
AGTGTAATTGCAGTCCGGTAGTAATACCATGTAAAACCTTAGATGAGTTTATTTTAAGTA 
CAGCCGCTTCAAGCATTTTTATTTTTATTTTACAGATGTAGCAGATAACAACCGTTAAAT 
TATATTATATATATATATATATATATATCAAATACGACGTATTACATATATATTGAGAAT 
AAGGGAAGGATGGAAGACAAATGACAAAAAGTTTGAAGCATAAATATGTTCTTCGCTTAG 
ATGTTCATCTTGGTTCTTCTCCAGTTTCTTCTCTTAGCGTTGTAACGGATAGTGTTGTTG 
GTTCTCAATCTGATCCATTGTGGCAATGGTCTGTTTTGCTTCTTAGCCTTAGCCATTTTT 
TGCTTGATTCTGAAAGACTTTTGAGCCTAATTAAAAGGGAAACATATCGTGCACATACGA 
AGTGTACAATTGTAAAAAATGTTAGTAACAATGTTCAAACTCATCAATATGATGCATTCA 
CGGATCCAAGGCAATACCACCTGACATAA 

YJL1B8C, 102 aa (SEQ ID NO 160) 

MTKSLKHKYVLRLDVHLGSSPVSSLSWTDSWGSQSDPLWQWSVLLLSLSHFLLDSERL 
LSLIKRETYRAHTKCTIVKNVSNNVQTHQYDAFTDPRQYHLT 

YJL189W, 1042 bp, exonl : 501-506, intronl : 507-892, exon2 : 
893-1042 (SEQ ID NO 161) 

TATTCAAGAATTATTTCACATCTTCCAGCGAGTAAACATGCCGCTGGTAATCGCGCGTCC 
TCAATATTTGAGTTTTTCAAATAGTGAGGTGTGGATGTATAGAGGAATTACACACTTTTA 
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AGTATGTGATGTATGGGCGCACAGTACCAATTTAACTTTTTTTTTTTTTCATTTTTTAGC 
TTGATTTTCAAAAAACTTATGGGCGTTTTAGGCTCCGGCTCAAACTACCACCACCACGCG 
GCAGGCCGAGGCAAACAGTACGCCTTGGCGGGGACGCCGAAGCGACTCCTTCTGTTCCAA 
GCTCAATGGTCCTTGCGTTTACGCTCGCGCGTGGGCTAACTAACGCAATTCGGCTTTTGG 
GCTGTCGAGAACCGAGAATTATTCTTCGCCTTGATAGATACTTTAAAACTTCTACTTAAT 
ATACTTTCTACAATTTTTGGTACATTCATATTATACTGAAAATTCGAAAAAGACAAGCAA 
ATAAACACAGATAGATCAACATGGCTGTATGTTAGAAAGATATTATAAATCCCAGTTAGA 
TGCTGAACTGATCAATAGCAAATTATAAACCACATCCATCTAAATGACCTTACCACCTAC 
AATTTGGATTTGAAATAGAAGCAATGTGTAAAATATAGGGAAAGGATTAGGAGTGTTAAC 
CATACTAAAATTTTTCTTATCCGAAACAGAAATCTAAAGTCGCCACTACGCAGATTAAAA 
TATGGTCATAAACTGCTTATTCTGAGAACTTTTGGTGGTCCAGCGTGGTTTATGTCAGGT 
GGTATTGCCTTGGATCCGTGAATGCATCATATTGATGAGTTTGAACATTGTTACTAACAT 
TTTTTACAATTGTACACTTCGTATGTGCACGATATGTTTCCCTTTTAATTAGGCTCAAAA 
GTCTTTCAGAATCAAGCAAAAAATGGCTAAGGCTAAGAAGCAAAACAGACCATTGCCACA 
ATGGATCAGATTGAGAACCAACAACACTATCCGTTACAACGCTAAGAGAAGAAACTGGAG 
AAGAACCAAGATGAACATCTAA 

YJL189W, 51 aa (SEQ ID NO 162) 

MAAQKSFRIKQKMAKAKKQNRPLPQWIRLRTNNTIRYNAKRPJSIWRRTKm 

YJL190C, 893 bp, CDS: 501-893 (SEQ ID NO 163) 

•TCTGGACAGCGGAAAAGCCGAATTGCGTTAGTTAGCCCAGGGGGGAGCGTAAACGCAAGG 
ACCATTGAGCTTGGAACAGAAGGAGTCGCTTCGGCGTCCCCGCGAAGGCGTACTGTTTGC 
CTCGGCCTGCCGCGTGGTGGTGGTAGTTTGAGCCGGAGCCTAAAACGCCCATAAGTTTTT 
TGAAAATCAAGCTAAAAAATGAAAAAAAAAAAAAGTTAAATTGGTACTGTGCGCCCATAC 
ATCACATACTTAAAAGTGTGTAATTCCTCTATACATCCACACCTGACTATTTGAAAAACT 
CAAATATTGAGGACGCGCGATTACCAGCGGCATGTTTACTCGCTGGAAGATGTGAAATAA 
TTCTTGAATATGGGTTTGCAGTTAGTCAATTTCAATCTAAATAATCTTAATCGACTATTC 
AATTCTTAAATTGTAAGGTTTTTTAATGGCCTTTCAGTTCTAGTATTTTTTATAAAACAA 
GACCAACATACATATCCAAGATGACCAGATCTTCCGTTTTAGCTGATGCTTTGAATGCCA 
TTAACAACGCTGAAAAGACCGGTAAGCGTCAAGTTTTAATGAGACCATCCTCCAAGGTCA 
TTATCAAGTTTTTGCAAGTTATGCAAAAGCACGGTTACATTGGTGAATTTGAATAGATGG 
ATGACCACAGATCTGGTAAGATTGTTGTTCAATTGAACGGTAGATTGAACAAGTGTGGTG 
TTATTTCCCCAAGATTCAACGTTAAGATTGGTGACATTGAAAAATGGACTGCCAACTTGT 
TGCCAGCCAGACAATTCGGTTACGTCATCTTGACCACCTCTGCTGGTATCATGGACCATG 
AAGAAGCCAGAAGAAAGCACGTTTCTGGTAAGATTTTGGGTTTCGTTTACTAA 

YJL190C, 130 aa (SEQ ID NO 164) 

MTRSSVLADALNAINNAEKTGKRQVLIRPSSKVIIKFLQVMQKHGYIGEFEYIDDHRSGK 
IWQLNGRLNKCGVISPRFNVKIGDIEKWTANLLPARQFGYVILTTSAGIMDHEEARRKH 
VSGKILGFVY 

YJL197W, 4265 bp, CDS: 501-4265 (SEQ ID NO 165) 

CTTCTTCGGGGTTCCCCAATGTCACTGCCATCTCTAAAGTAGATAGAAAGGGCGATCGCT 
ATTTAAGTGTCATGACTTTCTTAACGAGAGGTGTTCCAGCTTCTATTTTGGCTTTCCTAT 
GTGTCATTACTCTAGGTTATGGTATCATGGCATCTGTTGTCAAGGGTAACGCAACCTCTG 
CGTAAGAGATACGTCTACGATAGCATGTAACAGCGTATATATAATCTATATGTATTCGAT 
TAATCCAACACTTCTGTTGTGTAGTCTAATGTTCGAAAAAAAGGTACGCTTCCCTGTTAT 
AATCAGGTATATTTCGTTATTCTTATAAGCTAAAAGATTAAAAATTTTTCCACTTTCCTT 
GAAATTTGGTCGGTTCGTGGAAAAATATTATTACGTATTGAAGAAGTGCATGAAGATAAA 
AGATGGGATTACTGGAAAAATAAAGGGAGGAAAATCCTGCAGAACGTTGTTGTTTCAATC 
GAAGGTTTCTTCATTCGAAAATGGGTTCTTCAGATGTTTCAAGTCGTGAATGTTCATTGG 
TTTATAATGAAGATCCCGATTTCACCGATGGCACAACACCATGTGATCGGTTGGGAGTGG 
ACTTGATGAATGTTCTAGATGACAAGGATGAAATAAAGCAAGAGTCTGTCCCAGTCTCAG 
ATCGTGAAATTGAGGATACGGAATCCGATGCTTCCGCTGTTTCTTCATTTGCTAGCGCTA 
ATGAGTTAATAGCTGAGCCACACGCTGCAAGTGAAACTAATCTTGGAACTAATGGTCAAG 
ATGGAAGAAATGTCTTAGAACAACAAAGAGACGTGGTTGCTAGACTAATAGAAGAAAACA 
AGGAAACGCAAAAAGAGGGTGATAAAGTCTGTATTGTCCCCAAGGTTTGGTACGATAAAT 
TTTTCGACCCCGATGTTACCGATCCTGAAGATATAGGCCCTATTAATACACGCATGATTT 
GCAGAGACTTTGAAAATTTTGTGCTTGAGGATTACAATAGATGTCCGTATCTGTCTATTG 



,t.;oc: 



56/161 

CAGAGCCTGTTTTCAATTTTCTATCAGAAATTTACGGCATGACAAGTGGCTCTTACCCAG 
TGGTAACTAATTTGGTTATCAACCAAACCACAGGGGAGTTAGAGACAGAATACAATAAAT 
GGTTTTTCAGACTACATTACCTGACCGAAAAACAAGACGGGAGGAAAAGGAGGCATGGCC 
AGGACGATTCAATAATGTACCTCTCGATGTCTGCGTTGAATTTAGTACGTGATTTGGTTG 
AAAAGAGTATGAATCTGTTTTTTGAGAAAGCTGATCATCTAGACGTGAATGCGGTGGATT 
TTAAAATTTGGTTTGTGTCAGAGGGATCTGATATTGCCACAGATAGCAATGTTAGTACTT 
TTTTGAATTCTTCATATGAAATAACTCCGCTTCAATTTCTCGAACTACCGATAAAGAAAC 
TACTAATACCAGACATGTTTGAAAACCGTTTAGACAAGATAACTTCAAATCCGAGTGACC 
TTGTCATAGAAATTAAACCTATAGAAGGGAATCACCATTGGCCTTCAAACTATTTTGCTT 
ATAATAAACTCGAACCAGCATCAGGTACTACTGGTTTGGTCAATTTGGGAAATACATGTT 
ACATGAATTCTGCGTTGCAATGCCTGGTACACATTCCGCAGTTGCGTGATTATTTCCTTT 
ATGATGGTTATGAAGACGAAATCAATGAAGAAAATCCTCTTGGGTACCACGGCTATGTGG 
CTAGGGCATTTAGTGACTTGGTTCAGAAGTTGTTTCAAAACAGGATGAGCATAATGCAAA 
GAAATGCTGCTTTCCCCCCTTCAATGTTCAAATCCACTATCGGGCACTTTAATTCGATGT 
TTTCTGGTTATATGCAACAGGATTCTCAAGAATTTTTAGCCTTCCTGTTAGACAGTTTAC 
ATGAAGATTTGAACAGGATAATAAAGAAAGAATACACAGAAAAACCATCATTATCTCCTG 
GTGATGACGTGAATGATTGGAATGTAGTCAAGAAACTGGCAGACGATACTTGGGAGATGC 
ATTTAAAGAGAAATTGTTCCGTTATAACGGATTTATTTGTCGGGATGTACAAATCAACGC 
TATATTGTCCCGAATGTCAAAATGTTTCTATAACGTTTGACCCGTATAATGATGTTACAT 
TGCCGCTTCCGGTTGATACAGTGTGGGATAAAACTATAAAAATTTTTCCCATGAACTCTC 
CACCACTTCTTCTTGAAGTTGAGTTAAGCAAATCGTCCACTTATATGGACTTGAAGAATT 
ATGTTGGTAAAATGTCGGGCCTAGATCGAAATACACTATTTGGCTGTGAGATTTTCAGTA 
ATCAAATCTATGTTAACTATGAGTCAACAGAGTCGAATGCTCAATTTTTAACCTTGCAGG 
AATTGATCAAACCTGCTGATGACGTTATTTTTTATGAATTACGAGTAACAAATGACAATG 
AAGTAATTGTTCCCGTATTGAATACTAGAATTGAAAAAGGCTACAAAAATGCAATGTTAT 
TTGGAGTCCCTTTCTTTATTACGTTAAAAGAAGATGAATTGAATAATCCAGGTGCAATAA 
GAATGAAATTGCAAAACAGGTTTGTCCATTTAAGTGGTGGGTATATCCCATTTCCTGAAC 
CTGTAGGAAATCGAACCGATTTTGCTGATGCTTTTCCATTATTAGTAGAAAAATATCCAG 
ATGTTGAATTTGAACAATATAAAGATATACTAGAGTATACGTCTATTAAGGTGACTGACA 
AGGATAAATCCTTTTTTTCCATCAAGATTCTGTCTGTAGAAAAAGAGCAGCAATTTGCTA 
GTAATAACCGAACAGGGCCTAATTTCTGGACCCCTATCTCCCAGTTAAACCTTGACAAAG 
CTACAGATATAGACGATAAACTTGAAGATGTGGTGAAGGATATCTACAATTATTCATCCT 
TAGTAGATTGTGCTGAAGGGGTCCTTATGCAAGTGGATGATGAGGGAGATACCGAGGGTA 
GTGAAGCAAAGAATTTTTCCAAGCCCTTCCAATCGGGAGATGATGAAGAAAATAAAGAAA 
CTGTAACAAATAATGAAAATGTAAATAATACTAATGATCGGGATGAAGATATGGAACTAA 
CAGATGATGTTGAAGAAGATGCAAGTACAGAGCCAGAATTAACAGATAAGCCAGAGGCGT 
TAGATAAAATTAAGGATAGCTTGACTTCCACTCCGTTTGCGATTCTTTCTATGAATGATA 
TTATTGTTTGTGAGTGGAGCGAATTGGGTTCAAATGAGGCATTTTCCGATGATAAAATAT 
ATAACTGGGAAAATCCAGCTACTTTGCCTAACAAAGAGTTGGAGAACGCTAAGTTGGAAA 
GATCTAACGCTAAGGAAAGAACCATAACCTTGGACGATTGTCTCCAATTATTTTCCAAAC 
CAGAAATACTAGGATTAACCGATTCGTGGTACTGCCCTACATGCAAGGAACATCGTCAGG 
CTACCAAACAAATACAACTTTGGAATACACCAGATATTCTGCTAATTCACCTTAAAAGGT 
TTGAAAGTCAAAGGTCTTTTAGCGATAAAATTGATGCCACGGTTAATTTCCCCATTACAG 
ATTTGGATCTGTCGAGGTACGTTGTCTATAAAGATGATCCCAGAGGTTTAATCTATGACC 
TGTATGCAGTAGATAACCACTATGGTGGTTTGGGTGGTGGGCACTATACCGCGTACGTAA 
AGAATTTTGCCGACAATAAATGGTACTATTTTGATGATTCTCGAGTAACTGAAACTGCGC 
CAGAAAATAGTATAGCTGGATCGGCTTATTTGCTATTTTACATTCGCCGTCATAAAGATG 
GCAATGGATTAGGCAGCTCTAAACTACAGGAAATAATCCAAAAGTCACGCCACGGATATG 
ATGAGCGTATCAAAAAGATATACGATGAACAGATGAAGTTGTATGAATTTAATAAGACTG 
ACGAGGAGGAAGATGTTTCTGATGATATGATAGAATGTAATGAAGATGTGCAGGCCCCTG 
AATATAGTAATCGTAGTTTGGAGGTTGGGCATATTGAAACTCAGGACTGCAACGACGAAG 
ATGACAATGATGATGGTGAGAGGACAAATTCAGGTAGGAGAAAGTTAAGATTGTTGAAAA 
AAGTCTACAAGAATAATTCAGGCTTGGGTTCATCGAGTACGTCTGAAATATCTGAGGGAT 
GCCCAGAAAACGAAGTCGCTGATTTGAATTTAAAAAATGGTGTGACACTAGAATCGCCAG 
AATAA 

YJL197W, 1254 aa (SEQ ID NO 166) 

MGSSDVSSRECSLVYNEDPDFTDGTTPCDRLGVDLiyiNVLDDKDEIKQESVPVSDREIEDT 
ESDASAVSSFASANELIAEPHAASETNLGTNGQDGRJWLEQQRDWARLIEENKETQKEG 
DKVCIVPKVWYDKFFDPPVTDPEDIGPINTRMICRDFENFVLEDYNRCPYLSIAEPVFNF 
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LSEIYGMTSGSYPWTISn-rVINQTTGELETEYNKWFFRLH^TEKQDGRKRRHGQDDS 
LSMSAim,\mDLV^:KSMNLFFEKADHLDVNAVDFKIWW 

ITPLQFLELPIKKLLIPDMFENRUDKITSNPSDLVIEIKPIEGNHHWPSNYFAYIS^ 
SGTTGLWLGNTCYMNSALQCLVHJPQLRDYFLYDGYEDEXNEENPLGYHG 
VQKLFQIOTMSIMQRNAAFPPSMFKSTIGHFNSMFSGYMQQDSQEFLAFLLD 
IKKEYTEKPSLSPGDDVl^WWVVraG^ADDTWEm 

IWSITFDPYimVTLPLPVDTVWDKTIKIFPMNSPPLLLEVELSKSSTYMDLI^^ 

LDPNTLFGCEIFSNQIYV]SnfESTESNAQFLTLQELIKPADDVIFYELPVTNDNEVIVPVL 

NTRI EKGYKNAMLFGVPFF ITLKEDEIJOT^PGAIimKLQlI^ PFPE PVGNRTD 

FADAFPLLVEKYPDVEFEQYKDILQYTSIKVTDKDKSFFSIKILSVEKEQQFASNimT^ 

NFWTPISQiiNLDKATDIDDKLEDVVKDIYWYSSL 

KPFQSGDDEElSrKETWNNENVimTN^ 

liTSTPFAILSiyQSIDIIVCEWSELGSNEAFSDDKIYNWENPATLPNKELENAKLERS^ 

TITLDDCLQLFSKPEILGLTDSWYCPTCKEHRQATKQIQLWNTPDILLIHLKRFESQRSF 

SDKIDATWFPITDLDLSRYVVYtoDPRGLIYDLYAVDNHYGGLGGGHYTAYVK^ 

WYYFDDSRVTETAPENSIAGSAYLLFYIRRHKDGNGLGSSKLQEIIQKSRHGYDERIKKI 

YDEQMKLYEFNKTDEEEDVSDDMIECNEDVQAPEYSmSLEVGHIETQDC^ 

RTNSGRRKLRLLKKVYKNNSGLGS S STSEI SEGC PENEVADLNLKNGVTLES PE 

YaL198W, 3146 bp, CDS: 501-3149 (SEQ ID NO 167) 

TGTCGTATTTCCACTGATTTGGATGTATGTTGCATGGTGCTAGATTGTGAATAAATCATT 

TCCACTGGTTTCTAGCAGAGGTAAGAAAATCAGTAGTAGCGGCAGCAGCCAAGAAAAATG 

GCAGCCTGGC AAGCAGCGAAGGGCATCTGTGCTGCATTTCC AC ACTCCTTGTATG AGTGC 

ATACGCATAAAGAGGTGCCTTGCTGTAGGCGTATATGATCCTAAGCAACAGAGAAACCAC 

GGTTCTCTTCTCTTCTTATTTCGTTATTGTCTTCCCTTTTTACTATGGGTAAAGTCGCCC 

TAAAGCGGGGCGCTCACAATATCGCCGCAGCTACAGCCGTTTTTTTTTTTTTTGTTTTTT 

TTTGCGCTGCTTCTCGAAGAATGAATGGCTCACTGAAAAATTTTGATTCATCGATATAAA 

GAACACTGTTCACTTCGATGTCATCCGGCCAATAAAGTTGTTTTTAGGATAAACGAGTAA 

GTGGTAGCTGGTACAGGATCATGAGATTTTCACACTTCTTGAAGTACAATGCTGTCCCAG 

AATGGCAAAACCATTATATGGACTACAGCGAGCTGAAAAATCTTATTTACACGCTACAAA 

CAGATGAACTTCAGGTTGGTGATAACGAAGAAGGATTTGGCGCAGGAAAGAGCTCTAACA 

TTACAGATAGGTTCAAAAACAAGTTTTCTTTTAAAAATGCGAAGGAAGATACGTCTTCCG 

GTATGAACAAAGATGCAGGCATCGTTGAGGAAACCATCGAGTTGCGAGAGTTGCCTACTG 

CTCAGACGGTCGCTGCCAAACCTT-GTCCTTTCAGAAGAATGAAGGAAAAGATATTTTACA 

AAAGAAGGTCGTCTTCGGCATCG'fCCGTCTCCTCCACGGCCAACGAAAATCTGCAATTAG 

ACACTTATGATACGTTTGTTGGTGATTTAACAGCTGAAAAACAGAAAGTAGATGATTTTT 

ATAAGAGGACAGAAGCGAAGTTCTACGACAAATTTGACGCGCTGGTGAAGGACCTGAAGA 

AAATCGGAGTTATAGAATACGATATCGACGATGATACTCTGTTTAACGAACCGATTGCCA 

GCACAAATGACGAAGTTCCCCCACTAGACTTGGATGATGACGAAGACGACGACGAATTTT 

ACGATGATCAATCTAATATTGAAGATAATACTGCTTTGCTGCATCATTCGCAGTATAACA 

TTAAGTCTCAGAAAAAATCGCTGTTGAAGAAGTCGATCGTAAACCTATATATCGATCTTT 

GCCAGTTGAAGTCGTTCATCGAATTGAACCGCATTGGGTTTGCAAAAATTACAAAGAAAT 

CAGACAAAGTTCTTCACTTGAATACAAGAACCGAACTGATCGAATCGGAGCAGTTTTTCA 

AAGACACATATGCATTCCAGGCAGAAACGATCGAATTGCTAAATTCCAAAATTTCCCAGC 

TAGTCACATTTTATGGGCGCATCACTGACCGGCCTCATAATATCTCGCATAGCAAGCAAG 

AGTTGAAATCCTACCTGCATGACCACATTGTTTGGGAAAGAAGTAACACTTGGAAAGACA 

TGTTGGGACTGCTATCGCAAGCTGACGAGTTGACACCAAAGGAAACAGAATATAATGCAA 

ATAAGCTGGTAGGCAAGTTAGATTTGGAATACTACAGATGGCCACTACCCAGACCGATAA 

ACTTAAAATTCACTAGTATAAACAACGTTGCACTACCGAAATTATTTTTCAGCAAGAAAG 

CATACAAGATTTACTTTATTATTCTAGTCACTGGACTCTTGTTAGGAATAAAGACCTTCA 

ACGACGCTGCTCAGCACCGCTGCATGGCCCTTGTCGAGTGTGTCGCCTTTTTGTGGGCTA 

GTGAGGCCATCCCATTACACATTACAGCATTCCTTGTACCACTACTTGTAGTCCTTTTCA 

AAGTCCTAAAAACCTCCGACGGGSCTATAATGAGTGCTGCAAGCGCTTCATCAGAAATTT 

TGGCCGCCATGTGGTCTTCTACAATTATGATTCTGCTGGCAGGTTTTACTTTGGGTGAAG 

TACTTGCACAATATAACATCGCCAAAGTTCTTGCCTCGTGGTTGTTGGCCTTCGCTGGTT 

GTAAACCCAGAAACGTTCTTTTAATGGCAATGTGTGTCGTGTTCTTCCTATCAATGTGGA 

TTTCCAATGTCGCAGCACCTGTTCTAACATATTCGTTGTTATCTCCCCTATTGGATGCCA- 

TGGATGCAGATAGCCCATTTGCGCAAGCATTGGTGTTAGGTGTAGCGTTGGCTGCAAATA 

TCGGTGGTATGTCTTCACCAATCTCTTCACCTCAAAACATCATTTCCATGTCGTACTTGA 

AACCCTATGGTATTGGCTGGGGCCAATTCTTTGCTGTTGCATTGCCATCTGGTATCCTGG 
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CCATGCTTTTGGTTTGGATTTTATTGTTCACTACTTTCAAGATGAATAAGACCAAATTGG 
AAAAATTTAAGCCTATTAAGACGAAATTCACAGTTAAGCAGTATTATATCATTACTGTCA 
CTGTGGCCACTATTTTGTTGTGGTGTGTGGAAAGCCAGATTGAAGGTGCTTTTGGGTCAT 
CAGGTCAAATTGCAATCATTCCCATCGTTTTGTTTTTTGGTACCGGATTACTATCAACAC 
AAGATTTAAATGCCTTTCCGTGGTCAATCGTTATTTTGGCAATGGGAGGTATTGCTTTGG 
GGAAGGCCGTCTCATCCTCGGGTTTGCTATCAACCATTGCAAAAGCATTACAAAAGAAAA 
TTGAGAATGATGGTGTTTTTGCCATTCTATGTATTTTCGGTATCCTGATGTTGGTTGTGG 
GTACTTTCGTCTCGCATACAGTATCCGCTATTATCATCATTCCCTTGGTGCAAGAAGTTG 
GTGACAAGCTTGGCAACCCCAAAGCTGCTCCTATCCTTGTTTTCGGTTGTGCATTATTGT 
CATCCTGTGGTATGGGACTAGCTTCTTCGGGGTTCCCCAATGTCACTGCCATCTCTAAAG 
TAGATAGAAAGGGCGATCGCTATTTAAGTGTCATGACTTTCTTAACGAGAGGTGTTCCAG 
CTTCTATTTTGGCTTTCCTATGTGTCATTACTCTAGGTTATGGTATCATGGCATCTGTTG 
TCAAGGGTAACGCAACCTCTGCGTAA 

YJL198W, 881 aa (SEQ ID NO 168) 

MRFSHFLKYNAVPEWQNHYMDYSEIiKNLIYTLQTDELQVGDNEEGFGAGKSSNITDRFKN 
KFSFKNAKEDTSSGMNKDAGIVEETIELRELPTAQTVAAKPSPFRRMKEKIFYKRRSSSA 
SSVSSTANENLQLDTYDTFVGDLTAEKQKVDDFYKRTEAKFYDKFDALVKDLKKIGVIEY 

DIDDDTLFNEPIASTNDEVPPLDLDDDEDDDEFYDDQSNIEDNTALLHHSQYNIKSQKKS 
LLKKSIVNLYIDLCQLKSFIELNRIGFAKITKKSDKVLHLNTRTELIESEQFFKDTYAFQ 
AETIELLNSKISQLVTFYARITDRPHNISHSKQELKSYLHDHIVWERSNTWKDMLGLLSQ 
ADELTPKETEYNANKLVGKLDLEYYRWPLPRPINLKFTSINNVALPKLFFTKKAYKIYFI 
ILVTGLLLGIKTFNDAAQHRCMALVECVAFLWASEAIPLHITAFLVPLLWLFKVLKTSD 
GAIMSAASASSEILAAMWSSTIMILLAGFTLGEVLAQYNIAKVLASWLLAFAGCKPRNVL 
LMAMCWFFLSIXMISWAAPVLTYSLLSPLLDAMDADSPFAQALVLGVALAANIGGMSSP 
ISSPQNIISMSYLKPYGIGWGQFFAVALPSGILAMLLVWILLFTTFKMNKTKLEKFKPIK 
TKFTVKQYYIITVTVATILLWCVESQIEGAFGSSGQIAIIPIVLFFGTGLLSTQDLNAFP 
WSIVILAMGGIALGKAVSSSGLLSTIAKALQKKIENDGVFAILCIFGILMLWGTFVSHT 
VSAIIIIPLVQEVGDKLGNPKAAPILVFGCALLSSCGMGLASSGFPNVTAISKVDRKGDR 
YLSVMTFLTRGVPASILAFLCVITLGYGIMASWKGNATSA 

YJR049C, 2093 bp, CDS: 501-2093 (SEQ ID NO 169) 

ACTGCCATCTCTTCCATTCTTTGAAAAGATTATTAAGTTCGTCGTTAAGTTCCGCAATCT 
GCATTTCATTTAAAGACGGATCATATATTCTTGTGCTTTTTTGTTTTATCTCTTTACTTA 
CTTGTCGCTTCCATTCGTTGGCCTCTTTTATGGATTTTACCTTAGACACGTTCCTGGGCC 
TCTGGTAACGTGAATAATCCTTGTATCCACCTGCCGACTCTGCTTGCTGCTCTTGAAATC 
GTACGAGAACTGAGTTGGCCTTATCTACATTTCTACTCATTTTGAATGCACAGGTATCTG 
ATTACTGATGTGGTGCGCCTTGCGATATAACGGTGTGTCACTTTTATTTGCTCTTTCATG 
CATCCTGAAATTATTTCACCGCACTACGCAAAGAGAACGGAGAAAAAGGTATAATAGGGC 
AAATGATCATTGACATCGTGATCGTAAGCCAAAAAAAAATACAATAGGCTCCCTAAATAA 
GTAGAGTAAAAGCTCTTGAGATGAAGGAGAATGACATGAATAATGGCGTAGATAAATGGG 
TAAATGAGGAAGATGGTCGAAATGATCATCATAACAACAATAATAACTTGATGAAGAAGG 
CCATGATGAACAATGAGCAAATTGATAGAACTCAGGATATCGACAACGCCAAAGAAATGT 
TGAGGAAAATATCAAGTGAAAGCAGCTCGCGCAGAAGCTCCCTGTTGAATAAAGATTCAT 
CTCTCGTGAACGGCAATGCAAACAGTGGCGGTGGTACGAGCATTAACGGAACAAGAGGAA 
GTTCTAAGAGTAGTAATACACACTTTCAGTATGCCTCCACGGCGTATGGTGTAAGAATGT 
TGAGTAAAGATATATCTAATACCAAAGTGGAACTGGATGTGGAAAATTTGATGATTGTTA 
CGAAACTCAACGATGTCTCACTGTATTTCTTAACAAGAGAGTTGGTAGAATGGGTTTTGG 
TACATTTTCCACGTGTGACTGTTTATGTGGATTCCGAATTGAAAAACAGCAAAAAATTTG 
CCGCTGGCGAGTTATGTGAAGATAGTAAATGTAGAGAATCAAGGATCAAGTATTGGACAA 
AGGATTTCATCAGGGAACATGATGTTTTCTTCGATTTGGTAGTGACTTTGGGTGGCGACG 
GTACTGTTCTTTTTGTAAGTTCCATTTTTCAGAGACATGTACCACCCGTTATGTCGTTTT 
CATTAGGGTCTCTAGGATTTTTAACAAATTTTAAGTTTGAACATTTCAGGGAGGATTTAC 
CTCGGATTATGAATCATAAAATCAAGACAAATTTACGGTTGAGGTTGGAGTGCACAATTT 
ATCGTAGACACCGCCCTGAAGTAGACCCAAACACGGGGAAGAAAATATGTGTGGTGGAAA 
AACTAAGCACACACCACATTTTGAACGAAGTGACCATCGATCGTGGTCCAAGTCCTTTTC 
TATCCATGTTAGAATTGTATGGTGACGGCTCATTAATGACCGTTGCGCAGGCGGACGGAC 
TGATTGCTGCTACTCCGACTGGGTCCACGGCCTATTCTTTGAGTGCAGGTGGGTCATTGG 
TATGCCCAACCGTCAATGCAATCGCTTTAACACCCATTTGTCCACATGCATTGAGTTTCA 
GACCCATCATCTTACCAGAAAGTATAAATTTAAAAGTGAAAGTCTCGATGAAGTCAAGGG 
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CTCCAGCATGGGCGGCTTTTGATGGGAAAGATAGAATTGAATTGCAAAAAGGTGATTTTA 
TAACCATATGCGCCAGCCCATATGCTTTTCCAACCGTGGAAGCCTCGCCCGATGAGTTTA 
TTAACAGTATCAGTCGACAACTAAACTGGAATGTGAGGGAACAACAAAAGTCCTTTACGC 
ATATTTTGTCCCAAAAGAACCAAGAAAAATATGCACATGAGGCGAACAAAGTCAGAAATC 
AAGCAGAACCTTTAGAGGTAATAAGAGATAAATACTCTCTGGAAGCAGACGCTACTAAGG 
AAAACAACAACGGAAGCGATGATGAGAGCGACGATGAGAGTGTAAACTGCGAAGCTTGCA 
AATTAAAGCCTTCGAGCGTCCCAAAACCTTCTCAAGCAAGGTTTTCAGTATAA 

YJR049C, 530 aa (SEQ ID NO 170) 
MKENDMNNGVDKWWEEDGRNDHHI^N]^ 

SSSRRSSLLNKDSSLVNGNANSGGGTSINGTRGSSKSSNTHFQYASTAYGVRMLSKDISN 
TKVELDVENLMIVTKLNDVSLYFLTRELVEWVLVHFPRVTVYVDSELKNSKKFAAGELCE 
DSKCRESRIKYWTKDFIREHDVFFDLWTLGGDGTVLFVSSIFQRHVPPVMSFSLGSLGF 
LTNFKFEHFREDLPRIMNHKIKTNLRLRLECTIYRRHRPEVDPNTGKKICWEKLSTHHI 
LNEVTIDRGPSPFLSMLELYGDGSLMTVAQADGLIAATPTGSTAYSLSAGGSLVCPTVNA 
lALTPICPHALSFRPIILPESINLKVKVSMKSRAPAWAAFDGKDRIELQKGDFITICASP 
YAFPTVEASPDEFINSISRQLNTOIVREQQKSFTHILSQKNQEKYAHEANKVRNQAEPIiEV 
IRDKYSLEADATKENNNGSDDESDDESVNCEACKLKPSSVPKPSQARFSV 

YKR094C, 1255 bp, exonl : 501-508, intronl : 509-876, exon2 : 
877-1255 (SEQ ID NO 171) 
■ - ■ AGGTTGTGTTCTTCAATGATGGGCAATGCAATTTGGCGTTAAGCGCCTGAGCAATAAGGT 
AACAGCGAAATTTATGACATATTATTTCGAACCTTTTACAAACTAGTAGATTTAGTGATT 
TATTACCTATTGGCATTCATTTGTGTTCTATATGTGGATGAGGATAGCCGCCTTTCTTCT 
CATCGGAGGCCATATCATCTTTCGACAATCCTTTTTAAATACTATTTCCATCCGTGCCTC 
TAATAGATTTGTGTAGTTGTCTGGGTGCAATCTTTGCATTTTTGCTGAACTTTTTTTTTT 
TTTTCATGTTTTTCAGATTCTGAAGTACCGCAATAGGATATGGCGGATAATCCGCCATAT 
GATCCGCCTCATACTAGCCATTACCCATCTATCCCAGGCATTATGGGTATGCAACTCATA 
ATCTCAAATACACAAATAAGAGCAACCTTATATATCACTTTTTCCCGTTCAGCAAGAGGT 
AAAGCCACCAAAGGTTCAAAATGCAAATGTATGTTACGGCGAATACAGAATACTATGTTC 
GAAATAATATGAGGATTATACGATAGCAAAAAAGCGATAAACGAAAGACATAAATGGAAA 
ATGATTGACAAGCTCACAATTTATTAAACAAGTAGCAATTGAGAAAAACTATTACTCGCG 
GCAAGCTTCTGAGTTTACATTAAATCTGTAGAGCAAATTGAAAATGTCGCATATGTGCTG 
AAGGGTTTGTTTGTTCCATCTTATTTTGCATAACATAGTTATATTTACTTGGTCGCATAA 
AAAATATTTTTTACTAACGTGAAGTTTCTTTCTTTATGATGTACGCACGCACGTCTGTGC 
TTACTCCATAAATGAACTTATTCCAATTTTGTACAGCTTCGTTAAGACTTTGACTGGTAA 
GACCATCACTTTGGAAGTTGAATCTTCTGACACCATTGACAATGTCAAGTCCAAGATCCA 
AGACAAGGAAGGTATCCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCAATTGGA 
AGACGGTAGAACTCTATCTGACTACAACATCCAAAAGGAATCCACTTTACATTTGGTCTT 
GAGATTAAGAGGTGGTATCATTGAACCATCTTTGAAAGCCTTGGCTTCCAAATACAACTG 
TGACAAATCTGTTTGTCGTAAATGTTACGCCAGATTACCACCAAGAGCTACCAACTGTAG 
AAAGAGAAAGTGTGGTCACACCAACCAATTGCGTCCAAAGAAGAAGTTGAAATAA 

YKR094C, 128 aa (SEQ ID NO 172) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKE STLHLVLRLRGGIIEPSLKALASKYNCDKSVCRKCYARLPPRATNCRKRKCGHTNQ 
LRPKKKLK 

YLR040C, 1175 bp, CDS: 501-^1175 (SEQ ID NO 173) 

AGCTCTCAAACAACTAATACTATAAGTTCAAGTACAAGCACAGGAGGTGTAGGTTCAGTC 
AAGCCATGTCTTTACTTCGTTTTAATGTTAGAAACAATCGCTTATTTGTTTTCTTAAACA 
AATATATTAGGTTCAAGGTCTTCGCAGGTGTAAGAAAACCCGTGGTCTCCATATTCTTAA 
GTATGATAAATAAAAAAAAACTTAATAAATTATTAATTGCTTCAAACCTTTTTCTTTTTT 
TAGTTTTTAATATTTCAAACGTTATCTTCATTGAACGCCCAAATAGGGAAAAATCCTGGC 
AAATTTTTTATTGCTGTCATCCAAGGCTATGCTAGAAAATTCAAGAGCTTGGATGATTTA 
AAAAGACACTCTCAATCGAGAAAGTTTATTCTTTGTTATTCTGCTTTACCTGATCATATT 
CCGGCGTATTGTTTCTAATCAAGTGATTTCGATATCCAGTTACGAACCATTTACAACATT 
CCTGAAAATATTGCGTATCAATGATATTTGCTCCTTCTTTCTCCCTCATTAAAAATATTC 
TCCTGGTAAGCTTTCTAATCAGCCACAGTTTTGCTGCCAAAACTTTAACGTCTAGTTCCA 
ATGACGATACACTTGCCAGGTCCGCAGCTGCAGATGCAGACATGGCATTCTTCATGGAGT 
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TTTTAAACGATTTCGACACCGCTTTTCCACAGTATACCTCATACATGATGCAAAACCATT 
TAACCCTACCTCAACCTGTTGCTGACTACTACTATCACATGGTTGATTTGGCCTCAACAG 

CAGATTTACAATCTGATATTGCTCAGAGTTTTCCGTTCACTCAATTCCAAACATTCATTA 
CGGCCTTTCCATGGTATACCTCTTTGCTAAACAAAGCCTCCGCCACCACCATATACCTTC 
CCCAACACTTCATAACAGGTGAGACAGAAGCTACCATGACTAACTCATCTTATGCCAGCC 
AAAAAAACTCCGTTTCCAATTCTGTTCCTTTCTCGACAGCGAACGCAGGCCAGTCCATGA 
TTTCCATGGCTAATGAAGAAAACAGTACAACAGCACTTATATCCGCATCAAACTCTTCTT 
CAACATCCAGAACTAGTCAATCACAGAATGGTGCCCATGCCAAAAGCTTATATTTCCCCA 
TGGCGTTGTTCGGAATCTTTGCAGTTGCCCTTTAA 

YLR040C, 224 aa (SEQ ID NO 174) 

MIFAPSFSLIKNILLVSFLISHSFAAKTLTSSSNDDTLARSAAADADMAFFMEFLNDFDT 
AFPQYTSYMMQNHLTLPQPVADYYYHMVDLASTADLQSDIAQSFPFTQFQTFITAFPWYT 
SLLNKASATTIYLPQHFITGETEATMTNSSYASQKNSVSNSVPFSTANAGQSMISMANEE 
NSTTALISASNSSSTSRTSQSQNGAHAKSLYFPMALFGIFAVAL 

YLR048W, 1618 bp, exonl : 501-590, intronl : 591-949, exon2 
950-1618 (SEQ ID NO 175) 

GCACCCTTTTTCTTTTTCAATAACAAAAAAGAGCTTGGGCATTACGTTTTCAACACTTTT 
AATATTTCCCTTTTTACATCCGTACATATAAAATGTAAACCCATGCATTCATGACAATTT 

TACCTATTTCTTAAAGGCCTTTGTCACTTCTTTATGGGAATGGCGCTACTTTAATTTTCC 
-GCCTACTTTGAAAAATTTACGAAGGCGAAATTGAGTGCGCTAGGCGGAAGTTCCAGGGCA 
CGGTCACCGAACCTTTGTGCTGTTTCGAACGAGGGTCCCGCTGGAGGTTGACGGACGCGG 
GAGGAGCTGGAAAGATGGAATGGAAGGACTGCAACACTCAGTAAGAAGGTTCGTGGTAGG 
GAACATCACCTTCTCTAGTTCCTGTAAAAATAATATGATGAAGTTTGAATCCTCGTATTG 
AAAAATCGCGAGTTATTAAGTGTGTAATTTAGAATACCGAAATAGCACAAGAAGAGATAA 
GATAAGATACTGATAGGATAATGTCTTTACCAGCTACTTTTGATTTGACTCCAGAGGATG 
CCCAACTTTTGTTGGCCGCTAACACCCATTTAGGTGCTAGAAACGTTCAAGTATGTACAC 
ATATCCCATACGATTATGTTCTATAGATGATAATAGGTCTCGAAAAGAATATGTCCCCGA 
TTTAATCATATTTGGAGGTCAGAGGACCAAAGGTAATTTCAGAGGAATTTTGAACACGCC 
GGGTTTAGAAGAGTTAGAATTTCACTTCTTAGTGAGGGTAAGGAGAAG7VAACTCAATAAG 
AATATACATCCTCGACTGTGTCAAAGATTATGAACTCCGATGAAACAGTAAAACGTCAAA 
AAATTCCACGGGATATAATTCGGTACTTTATTGGATATGGAAGAAAACATTATATATGCA 
CAAATGAAGGCTCTTACTAACATAATTTATCTTTCCTCTGTTTTTTTAGGTCCACCAAGA 
ACGATACGTTTTCAATGCTAGACCAGATGGTGTTCACGTTATCAATGTTGGTAAGACCTG 
GGAAAAGTTGGTTTTGGCTGCTAGAATTATTGCTGCCATTCCAAACCCAGAAGATGTTGT 
TGCCATCTCTTCCAGAACCTACGGTCAAAGAGCTGTCTTGAAATTTGCTGCTCACACTGG 
TGCTACTCCAATCGCCGGTAGATTCACTCCAGGTTCTTTCACTAATTACATCACCCGTTC 
TTTCAAGGAACCAAGATTGGTTATTGTTACGGACCCAAGATTAGACGCTCAGGCCATTAA 
GGAAGCTTCTTACGTTAACATTCCAGTCATTGGTTTGACTGATTTGGACTCCCCATCTGA 
ATTTGTTGATGTCGCCATCCCATGTAACAACAGAGGTAAGCACTCCATCGGTTTAATCTG 
GTACTTGTTGGCTAGAGAAGTTTTGAGACTAAGAGGTGCTTTGGTCGACAGAACTCAACC 
ATGGTCCATCATGCCAGATTTGTACTTCTACAGAAACCCAGAAGAAGTTGAGCAAGTTGC 
TGAAGAAGCTGCTGCCGCTGAAGAAGGTGAAGAAGAAGAAGTTAAGGAAGAAGTCACTGA 
AGGTCAAGCTGAAGCTACTGAATGGGCTGAAGAAAATGCAGACAACGTTGAATGGTAA 

YLR048W, 252 aa (SEQ ID NO 176) 

MSLPATFDLTPEDAQLLLAANTHLGARIWQVHQEPYVFNARPDGVHVINVGKTWEKLVLA 
ARIIAAIPNPEDWAISSRTYGQRAVLKFAAHTGATPIAGRFTPGSFTNYITRSFKEPRL 
VIVTDPRLDAQAIKEASYVNIPVIALTDLDSPSEFVDVAIPCNNRGKHSIGLIWYLLARE 
VLRLRGALVDRTQPWSIMPDLYFYRNPEEVEQVAEEAAAAEEGEEEEVKEEVTEGQAEAT 
EWAEENADNVEW 

YLR088W, 2345 bp, CDS: 501-2345 (SEQ ID NO 177) 

CTTCCCATGTAGAATATCATTGTCAAACATACTACTACCGTGAGAATCCAATCTACTAAA 
AAGACCCAGCTAAAGTCCTTTTGGTGTGTCAATGGAACACCACGTAATTGTGAAATAGCT 
TCCATGCTTGCTAACTTATTACCGTCAATAGAAGACTTGAGTCAGGTGGCTTTiy^TGAGT 
ACTATTCTTTTTTTTTTTCCAAAGAGCACTATGTTGATAATACCGCAGTAATTTTTTTTG 
AGTATCCTGTAGCCTAGAAAGGTTGAAGCTTATAAAACCGTGCCAACAGCTTTATAGTGG 
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GGAGTTTGGCTTCCCTCTATTTGTATATTGATCGCCATCCCTACGAAGTTATTGGGAACG 
CATCGTGAACCTCTCACTTTAATGCCAGCGGTAGAAAAAAAAGTCATAAACAATACACGC 

CGGCTACACTTAGAAAGAAATGACATTTGCTGTCTTATAAAAGGACTTGACAGACCAAAG 
ACGCGTATAATACACCAAGAATGGCCTTATTGGAGAAGTTGCATCGAAGGATTGTTGATA 
TGGGGCTTGTCCCGCGTATAATCGCCTTATTACCAGTTATTTCCATGCTATGCGCTCTAT 
TTGGGTTTATTTCTATAGCTATTCTGCCTATGGATGGACAGTACAGAAGAACATACATTT 
CTGAGAATGCATTGATGCCTTCACAAGCGTATAGTTACTTTAGAGAATCTGAATGGAACA 
TTTTGAGGGGCTATCGATCTCAAATTAAAGAAATGGTAAACATGACTTCTATGGAAAGAA 
ACAATTTGATGGGTTCTTGGTTACAAGAATTTGGTACTAAGACTGCTATTTACGAAAATG 
AACAATATGGAGAAACATTGTACGGTGTAATGCACGCTCCTAGGGGTGATGGAACAGAAG 
CGATGGTGCTTGCCGTTCCATGGTTTAATTCAGATGATGAATTCAATATTGGCGGCGCAG 
CTTTGGGTGTATCTTTAGCAAGATTTTTCTCACGTTGGCCAGTATGGTCCAAGAATATAA 
TTGTTGTCTTCAGCGAAAATCCTCGTGCAGCATTAAGATCATGGGTTGAGGCATACCATA 
CTTCCTTAGATTTGACTGGTGGTTCCATTGAAGCTGCTGTTGTGTTGGATTATTCGAGTA 
CGGAAGATTTCTTCGAGTATGTAGAAATCTCATACGACGGTCTGAATGGTGAGCTGCCCA 
ATTTGGATCTTGTCAACATCGCTATATCCATTACGGAACATGAAGGTATGAAAGTTTCTT 
TGCACGGTCTACCCAGTGATCAGTTAACTAATAATAATTTCTGGTCAAGATTAAAAATAT 
TATGCCTGGGAATAAGGGATTGGGCGTTGTGCGGTGTTAAAAAGCCCCATGGTAACGAGG 
CATTTAGCGGCTGGAGGATTCAATCTGTAACATTGAAAGCACATGGAAACAGTGGTCATG 
ATATTACTACATTTGGACGTATACCCGAAGCAATGTTTCGCTCTATTAATAACCTTTTGG 
AAAAATTTCACCAATCGTTCTTCTTTTATTTGTTATTAGCACCACGTCAGTTCGTATCCA 
TTAGTAGTTATTTGGCAAGCGCTGTGGCTTTATCTATAGCATTCGCCATAAGTTCATTAA 
ATGCATTTATAAACAATGCTTATGCAAATATATCCTTATTTTCCGAGTATAATTTGGTAG 
CGTTGTTGGTTTGGTTCGTGTCATTGGTGATATCATTTGTTGTTTCACAAGCGTTTCTTC 
TAATACCTTCATCGGGATTATTGATGACAATTAGCATGGCATCTTGTTTTTTACCTTTGA 
TACTTTCCAGAAAAATTCACATCTCAGAACCACTATCATACAGGTTGAAAAATGTTGCTT 
TTTTATATTTCAGTTTGGTTTCAACATCTTTGCTAATGATAAACTTTGCAATGGCTTTAC 
TGATCGGCAC ATTGGCATTTCCTATGACATTTGTGAAGACC ATTGTTGAAAGTTCTAGCG 
AACATGAGGTGACAACTCAATCCTCTAACCCAATAAAAACTGAGCCGAAAGATGAGATAG 
AGCTCGTCGAGAATCACATGGATACAACGCCAGCAACCCCCCAACAACAGAAACAAAAAC 
TAAAAAATTTAGTACTATTAATTTTGACAAATCCATTTATTTCAATAACCTTATTCGGAC 
TATTTTTTGATGATGAATTTCATGGATTTGATATAATAAACAAACTGGTTTCAGCATGGT 
TGGATTTGAAATGTTGGAGTTGGTTTGTACTTTGTATAGGTTGGCTTCCATGTTGGCTAT 
TGATATTAGCGTCATCGTTTGAATCTAAATCTGTCGTAGTAAGGTCGAAAGAAAAGCAAA 
GTTAG 

YLR088W, 614 aa (SEQ ID NO 178) 

MALLEKLHRRIVDMGLVPRIIAI.LPVISMLCALFGFISIAILPMDGQYRRTYISENALMP 
SQAYSYFRESEWNILRGYRSQIKEMVlSnyiTSMERNNLMGSWLQEFGTKTAIYENEQYGETL 
YGVMHAPRGDGTEAMVLAVPWFNSDDEFNIGGAALGVSLARFFSRWPVWSKNIIWFSEN 
PRAALRSWVEAYHTSLDLTGGSIEAAWLDYSSTEDFFEYVEISYDGLNGELPNLDLVNI 
AISITEHEGMKVSLHGLPSDQLTNNNFWSRLKILCLGIRDWALSGVKKPHGNEAFSGWRI 
QSVTLKAHGNSGHDITTFGRIPEAMFRSINNL.LEKFHQSFFFYLLLAPRQFVSISSYLPS 
AVALSIAFAISSLNAFINNAYAWISLFSEYNLVALLVWFVSLVISFWSQAFLLIPSSGL 
LMTISMASCFLPLILSRKIHISEPLSYRLKNVAFLYFSLVSTSLLMINFAMALLIGTLAF 
PMTFVKTIVESSSEHEVTTQSSNPIKTEPKDEIELVENHMDTTPATPQQQKQKLKNLVLL 
ILTNPFISITLFGLFFDDEFHGFDIINKLVSAWLDLKCWSWFVLCIGWLPCWLLILASSF 
ESKSVWRSKEKQS 

YLR159W, 845 bp, CDS: 501-845 (SEQ ID NO 179) 

TCCGTCCCAAAGATAGCTTGATCATCCTAAGCGGGTCGCATTTTACTATCCCCAGTTCCG 
AAGAATAACAAGGCTCAATGCATATGCTGTTTATCGTGCTCACAAGGCGGTATGACGTTT 

TTAGCAATGTAATTATATTAAAAAGATCTTCAGTCACTATGAGTGGTTGATTGCCCCATA 
GAGAGCTATAAGCCGACGTGAAAGCTGCTGGTTCCAGCTTGGCTCATGTCGTCACCAGTC 
ACTAGTCACTTGGTCGCATTCATTGCTACTCATCTGCGAGTGAGCATATTTGAGATCTGA 
CTTGCCAAGGGATTAGAATCACGTAAGACTCTTGATCCTTAGAAGATATTTCTGACAAAG 
AACCACCTAAGCCATGCAAGTTTTTTTTTTCATTTGGTGGCGAAACAAAGGTGATGAAAG 
TTTCTTCTTGTACAAACGCCAAGCCCGATAGGTGAGACAATTCTTGAAGTAATGGACCTC 
TGAGTAAGCATATCAGTCGAATGAAGTTCCAATATGCGTTGGCCAAGGAACAGCTAGGCA 
GCAACTCGCGCAGTGGCGTCAAAAAACTAATAAGTAAACACCACTGGCTTCCGGAATACT 
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ATTTCTCTGATCTCTCATTTTCTGTTGTACAGCAGTGGGACAGTAGAGCCATTGAAAAAA 
CTACAATCATATCTTGTATGCGGCCCGCAAACCAAGAGATTTATCCTTTGAGACATTGTG 

AGACCCTCCGTTCGCAACCGTGCTCTCTGTTTTCATCACTATATGCACGCTCTTTCCAAA 
GCTCCTGCACTTTGCACGTGGCGGAGCCATCGCCCGGCTTCCATATGTACGGCTGCCACA 
CCTAA 

YLR159W, 114 aa ( SEQ ID NO 180) 

MKFQYALAKEQLGSNSRSGVKKLISKHHWLPEYYFSDLSFSWQQWDSRAIEKTTIISCM 
RPANQEIYPLRHCETLRSQPCSLFSSLYARSFQSSCTLHVAEPSPGFHMYGCHT 

YLR167W, 959 bp, CDS: 501-959 (SEQ ID NO 181) 

ATCAAAAGAGTGTTTCAAGTAAGTAAAAACATTTGAGCCTCCCCATTTGTTGAAAGGAGA 
GAAATTAAACTTGGTTGGGGTTAATTATTTGATGGGTATATTAATTTGCAACCGCAAGGT 
ATCGATAATAAATATTCTACAAAACCTTTATCAATAGTGGTGAAGTCTTTAGTGCGATCT 
ACCTGGGGTTAATGAACGAGAAGTTCTTGAGATATCTTTCCTGTTTACCTCCGTGCATCC 
TGTAAGGAATTGGGTTTATCATTTATCATTTATTTTAGTACAAACTTTTTTTTTTGGCCC 
GGGCGCACTTTTTCAAGCGGTGGGAACTCATCAAAATGAAAAACTAGATACTTTTAGACT 
TATTAAATGGTTTAAATATTTTGAGATGTTCGTTATATCAGAAACTTCCTTACTTCTATC 
TTTTATTCCAATACAAAGAAGTCACAAGATTACTTGGTAAGAAAGAAGCAGTTAATTTTT 
AATTTTGCCGACAAGCCAAGATGCAAATTTTCGTCAAGACTTTAACCGGTAAGACTATTA 
CCCTGGAAGTTGAATCTTCTGACACTATTGACAATGTCAAGTCCAAGATCCAAGACAAGG 
AAGGTATTCCACGTGACGAACAAAGATTGATCTTTGGTGGTAAGCAATTGGAAGATGGTA 
GAACTTTGTCCGACTACAACATCCAAAAGGAATCTACTCTACACTTGGTCTTGAGATTGA 
GAGGTGGTGGTAAGAAGAGAAAGAAGAAGGTCTACACCACCCCAAAGAAGATCAAGCACA 
AGCACAAGAAGGTCAAGTTGGCTGTCTTGTCCTACTACAAGGTCGATGCTGAAGGTAAGG 
TTACCAAATTGAGAAGAGAATGTAGCAACCCAACTTGTGGTGCTGGTGTTTTCTTGGCTA 
ACCACAAGGACAGATTGTACTGTGGTAAGTGTCATTCCGTCTACAAGGTTAACGCTTAA 

YLR167W, 152 aa (SEQ ID NO 182) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGGKKRKKKVYTTPKKIKHKHKKVKLAVLSYYKVDAEGKVTKLRRE 
C SNPTCGAGVFLANHKDRIiYCGKCHSVYKVNA 

YLR232W, 848 bp, CDS: 501-848 (SEQ ID NO 183) 

AGCCACCAATTCCACCAGGCCCGGCATTCAAGTACTTGTAAGAACACCAACAGGCAAAGT 
CAACACCCCAATCATGAAGTTGCAATGGGACGTTCCCTACAGCGTGTGCTAAATCCCATC 
CAACCAATATGTCGGGGAATTGGTGGGCAAATGAGGTGATTCGGCCAATATCGAAATATT 
GCCCCGTGTAATACTGAACACCTGACAAACAGACCAGCGCCAATTCATCTTGATTTACCT 
CTATGGTATCCAGGATATCTTGAGTTCTGATATAAGTCTCTCCCTCGCGTGGCTCGATCT 
GAATAAAAACATTCTCAGGTTCCGAAATTCCATGAATTTTGCACTGGTTGTAGAAAGCAT 
AATAGTCTGATGGAAAGGAGCCCTTTTCAAAAAGGATCTTGAATCTTTTCTCAGTAGGTT 
TATAAAACGTAATTAACAATGAATTCAAATTTGCAGTGAGACTATTCATTACTGCAACTT 
CATTTTCTTGAGCACCCACGATGGGGGCTAGTAGTGGAAGAATAGGTAAGTCAATGCTGA 
CCCAAGGCACCTTTCCTCTGGCTTCTTCAGGATGTTTGAAATGCGATTCCACAGCACAAT 
CGCTCCACGCATCTAGCTCAGCATTAATTGAATTCCTAGTTGACTTCGGCATCAAACCTA 
AAGAATTCCCGCATAAGTACGTCACAGGCTTATCGTCGGACGATAGTCCCATGGATTTAA 
ATGTAGGGATGTTGAATTCATCCCTCAGAGATTCCGGATATTCTCCGTCTAATTCCAAAG 
CTTTCTCCATAATTACCAGTTTGTTTCTTTTTTCCACAGAATATTTAGGCTTAATATGTA 
CGTATTGA 

YLR232W, 115 aa (SEQ ID NO 184) 

MGASSGRIGKSMLTQGTFPLASSGCLKCDSTAQSLHASSSALIEFLVDFGIKPKEFPHKY 
VTGLSSDDSPMDLNVGMLNSSLRDSGYSPSNSKAFSIITSLFLFSTEYLGLICTY 

YLR233C, 2600 bp, CDS: 501-2600 (SEQ ID NO 185) 

GCGCATTTTCCCCACCCATGCGAATCATGGCTGAAATCAATGCCTGTTAGGTGCCCTGCA 
ACACTAGTCATGGTAACTTCGCAGTTAGCCCCATTTCTGGCAAACGGGT^CCCACTAAAC 
ATGAAATCATAGTTCTTTACATACATGTAGCCGGAATCCCTTGAAGTTGATCTGCCTCCT 
CCTAGGATCTGTGAAACTGCCTTCGCTATAGAATTTTTCTCTGCGACACATAGCACTTTC 
ATTATTGTCTATAATACACCTTTACGTAGCTGAAGCGAGCGCACAGACGAAGGTGCTTTC 
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AAAAGCGATGCCCTCTTTATTGACAGTTACTAATTCGCCAAACTGCTTTTTTTTATCAAT 
GTGATTTTCGCGTTCACGCCATTATCCAATGTCAAAAAGGATAATGGAAATGTTAACATG 

CCTGTATGATCCGACCGTTTTTAGCAAACTTATCAGGGGAAAAAGTATATTCCATTAAAT 
GACACATGCCACCATAGATAATGGATAATGAAGAAGTTAACGAAGAATGTATGAGATTAT 
TTTTCAAGAACGCTCGTGCGCATCTGGATAAACATCTAACATCAAGGTTGACATGCGATG 
AAAATGCATATATCACGTTCAGATGCTTCCTGGATGGAATACATCGCAAATCTACTAGGT 
TTCTCGAAGAGCTACTTTTGAAACAAGAAAATATGTACCATAATAACAATTACGAACGCA 
TAAATGATTCCGTGATACCATTGGTTCTGAAACTTTTATGGCTTCAAATTCACGAACCTA 
CACTCCAATGGTTTGAGCACTGGTTCCATGATATCATGCGACTAAGTAACAGAAGAAAGT 
TCAGAGTTTTTAGAATTTTTCAAAAAAAAATGATTCAATTTTTCAAAATTACACACAGGT 
ATTACTATGACATCATCGAACACCTATGCGCAAAGTACGATATGAATTCCGTTATTTCAA 
ATGCTCTCTTCGCGAAGTTGAATTTAATGCAATACACAGATGGACTTTCAACTCATGAGA 
AAATTATCTTAAACACGAGTAATCCACTGACGTTTTCCATTGTAATCTCACTACAAAGAT 
GCGTGATTAATCTAGGTTCCACACATTTTTATAAAACACTACTAAACAAGCCGTCTAACA 
AACCCAAGAGTGTGGAAGGTTTTGAGAAGTCTATTAGGTACTTGAATATTGCCTCACTCT 
ATCTCCCAGCCGTTGGAGATACTTATTTTCAACGAGCGAAAATTTACTTGATCACTGGGA 
AATTCTCACTGTATTTCTTTGAATTAGTAAGAGGAGCATTGGTAAGGATTCCGTCTAAAT 
GTGCGTTAAACAATTTGAAAGATTTCATTTTGACTCCTGATTTTCCGGAAAGAAGACGTC 
TGATGAAAAAATTGGCAATTCTTGTGTCAAAAGATCTCAAAGGTGAGAAATCATTCTTTG 
AAGGTCAAATTGTTTTGCAATTTCTATCGATAGTAGAACACACTTTGGTTCCACAGTCAT 
GGAACGCATCACGTGCTTCTAATTGTTGGTTATTGAAAGAGCATTTACAAATGGCTGCAT 
TAAAGTATCATTCAGGTAATATTAATGTTATACT.TGAAAACTTGGCTGCCAGAATGGGAA 
GTTTCGATCTTATGTTTACAACTCGAAAAAGTAAGGAACAAAAGAACAAACTCAAATATG 
CAGATTTGAGTGAGCGCCAGGTTTTTTTTTTAGACTTGAGCTTTGATTTTATTGCTAATA 
TCATAGACGTCGTCATCAAACCCTCCTGGCAAAAAAACATGGAAGACTTTCGATATCTAG 
CCATTATTCGTTTGCTTATGTGCTGGATTAAGTCATATAGATCTATTTTGCAGTACACTC 
ACAGACACAGGAAGTTTTGCACTTCATTCGCCTTGTTGCTGAACGACTTGATAAATAGTC 
CACTGAATTGTTCAGGAAATATATATAGCCAGAGGCCGAAAAGAAGCTATCTTTTTAGAG 
AAGATATTATTTTCAGGGAATTTTCTTGCATTAACTTTGCACTAACAGATTTTAATGACG 
ATTATGTGTATGATTCTCCCGACATGATTAATAATATAATTGGATGCCCTACATTGACTA 
AAGTGCTTTCTCCAAAAGAAGAATGTGTTCTGCGAATTAGATCAATAATATTTTCTGGCA 
TGAAATTTTTAGAGAAAAATGACACCGGCGTCATATGGAATGCCAGCAAATATAAGTTTG 
ATTTAATAAGCCCAAATATTAAAATAAAACGCCAAATAGCATTATCGGAAATTTCCTCCA 
AAATAAATGTAAAAACACAACAGGAAAGAGTAGTCTCTTCGAGAAAAGTTGAGGCCAAAA 
GAGATGAACAACAGCGCAAAAGAGCCGGGAAAATAGCTGTGACAGAACTGGAAAAACAAT 
TTGGAAATGTCCGGAGAACAAAAAAATTGTCTCCGCTCCCAGAAAAAGATGGCGTTTCTT 
CTGAGTTGGTAAAACATGCTGCTTCACGAGGGAGAAAAACTATCACTGGCCCACTATCCT 
CTGATTTTCTCTCATATCCAGACGAAGCAATTGATGCTGATGAGGACATCACCGTCCAAG 
TGGCAGATACTCCTACTTGA 

YLR233C, 699 aa (SEQ ID NO 186) 

MDNEEVNEECMRLFFKNARAHLDKHLTSRLTCDENAYITFRCFLDGIHRKSTRFLEELLL 
KQENMYHNNISn^ERINDSVIPLVIjKLLWLQIHEPTLQW^ 

QKKMIQFFKITHRYYYDIIEHLCAKYDMNSVISNALFAKLNLMQYTDGLSTHEKIILNTS 
NPLTFSIVISLQRCVINLGSTHFYKTLLNKPSNKPKSVEGFEKSIRYLNIASLYLPAVGD 
TYFQRAKIYLITGKFSLYFFELVRGALVRIPSKCALNWLKDFILTPDFPERRRLMKKLAI 
LVSKDLKGEKSFFEGQIVLQFLSIVEHTLVPQSWNASP^SNCWLLKEHLQMAALKYHSGN 
INVILENLAATMGSFDLMFTTRKSKEQKNKLKYADLSERQVFFLDLSFDFIANIIDWIK 
PSWQKNMEDFRYLAIIRLLMCWIKSYRSILQYTHRHRKFCTSFALLLNDLINSPLNCSGN 
lYSHRPKRSYLFREDIIFREFSCINFALTDFNDDYVYDSPDMINNIIGCPTLTKVLSPKE 
EC^TLRIRSIIFSGMKFLEKNDTGVIWNASKYKFDLISPNIKIKRQIALSEISSKINVKTQ 
QERWSSRKVEAKRDEQQRKRAGKIAVTELEKQFANVRRTKKLSPLPEKDGVSSELVKHA 
ASRGRKTITGPLSSDFLSYPDEAIDADEDITVQVPDTPT 

YLR234W, 2471 bp, CDS: 501-2471 (SEQ ID NO 187) 

AATGGTATCACGGAATCATTTATGCGTTCGTAATTGTTATTATGGTACATATTTTCTTGT 
TTCAAAAGTAGCTCTTCGAGAAACCTAGTAGATTTGCGATGTATTCCATCCAGGAAGCAT 
CTGAACGTGATATATGCATTTTCATCGCATGTCAACCTTGATGTTAGATGTTTATCCAGA 
TGCGCACGAGCGTTCTTGAAAAATAATCTCATACATTCTTCGTTAACTTCTTCATTATCC 
ATTATCTATGGTGGCATGTGTCATTTAATGGAATATACTTTTTCCCCTGATAAGTTTGCT 
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AAAAACGGTCGGATCATACAGGCATGTTAACATTTCCATTATCCTTTTTGACATTGGATA 
ATGGCGTGAACGCGAAAATCACATTGATAAAAAAAAGCAGTTTGGCGAATTAGTAACTGT 

CAATAAAGAGGGCATCGCTTTTGAAAGCACCTTCGTCTGTGCGCTCGCTTCAGCTACGTA 
AAGGTGTATTATAGACAATAATGAAAGTGCTATGTGTCGCAGAGAAAAATTCTATAGCGA 
AGGCAGTTTCACAGATCCTAGGAGGAGGCAGATCAACTTCAAGGGATTCCGGCTACATGT 
ATGTAAAGAACTATGATTTCATGTTTAGTGGGTTCCCGTTTGCCAGAAATGGGGCTAACT 
GCGAAGTTACCATGACTAGTGTTGCAGGGCACCTAACAGGCATTGATTTCAGCCATGATT 
CGCATGGGTGGGGAAAATGCGCCATCCAAGAGTTATTTGATGCGCCACTGAACGAGATTA 
TGAATAACAACCAAAAAAAGATAGCAAGCAACATCAAGCGAGAAGCGAGGAATGCAGACT 
ATCTGATGATATGGACAGATTGCGACCGGGAAGGAGAGTACATCGGTTGGGAGATATGGC 
AGGAGGCCAAGAGAGGCAACAGGCTCATACAAAATGATCAAGTATACCGGGCAGTCTTTT 
CGCATCTCGAAAGACAACACATATTAAATGCAGCACGAAACCCAAGTCGATTGGATATGA 
AGAGTGTGCACGCTGTAGGCACGCGGATTGAAATCGATCTTCGAGCAGGTGTTACATTCA 
CCAGACTCTTAACAGAAACGCTACGAAATAAACTGAGAAACCAAGCCACCATGACCAAGG 
ATGGTGCAAAACACCGCGGTGGTAACAAGAACGACTCACAAGTCGTATCGTATGGTACAT 
GCCAGTTTCCAACGCTCGGCTTTGTAGTAGACAGGTTTGAAAGAATACGAAATTTTGTTC 
CCGAAGAGTTCTGGTATATCCAATTGGTAGTCGAAAACAAAGACAACGGCGGAACAACAA 
CGTTCCAGTGGGACAGGGGCCACTTGTTCGACCGGCTGAGCGTGTTAACGTTTTACGAGA 
CATGCATCGAAACCGCCGGCAATGTTGCTCAAGTAGTAGACTTGAAATCAAAGCCAACAA 
CGAAATACAGACCTTTACCTCTGACCACAGTGGAGCTACAAAAAAACTGCGCCCGGTACC 
TGCGTCTGAACGCCAAACAATCACTAGACGCAGCAGAAAAGCTATACCAAAAGGGGTTCA 
TATCGTATCGAAGAACAGAGACTGATACTTTCCCAGAGGCAATGGACGTAAAATCCTTGG 
TCGAAAAGCAAGCTCAATTGGACCAACTCGCTGCAGGCGGCAGAACCGCCTGGGCATCGT 
ACGCGGCATCGCTGCTCCAACCCGAAAACACAAGTAACAATAACAAGTTCAAGTTTCGAC 
GAAGCGGCTCCCATGACGACAAAGCGCATCCACCAATCCACCCCATCGTAAGTCTGGGGC 
CTGAAGCAAATGTTTCGCCAGTGGAAAGAAGAGTATACGAGTACGTGGCCAGGGACTTTT 
TGGCATGCTGCTCAGAGGACGCCAAGGGCCAATCGATGACCCTTGTGTTGGACTGGGCCG 
TTGAACGTTTCTCAGCTTCAGGTCTCGTAGTCCTAGAGAGAAATTTCCTCGATGTTTACC 
CTTGGGCCCGATGGGAAACCACCAAGCAGTTACCGCGGCTTG7VAATGAATGCCCTCGTAG 
ACATCGCGAAGGCCGAAATGAAGGCGGGCACTACGGCGCCGCCCAAGCCGATGACTGAGA 
GTGAACTCATTCTCCTCATGGATACAAACGGCATTGGCACAGACGCCACCATTGCGGAGC 
ACATAGACAAGATCCAAGTACGTAATTACGTTAGGAGCGAGAAAGTAGGCAAGGAAACCT 
ACTTACAACCCACGACCCTGGGTGTCTCACTAGTGCACGGCTTCGAGGCCATCGGCCTCG 
AAGACTCCTTTGCAAAGCCCTTCCAGCGCAGAGAAATGGAGCAAGACCTCAAGAAAATCT 
GCGAAGGTCATGCCTCCAAGACTGATGTTGTAAAGGACATAGTCGAGAAGTATAGGAAGT 
ACfGGCACAAGAGGAATGCCTGCAAGAATACTCTCTTGCAAGTTTATGACCGTGTCAAGG 
CATCCATGTAA 

YLR234W, 656 aa (SEQ ID NO 188) 

MKVLCVAEKNSIAKAVSQILGGGRSTSRDSGYMYVKNYDFMFSGFPFARNGANCEVTMTS 

VAGHLTGIDFSHDSHGWGKCAIQELFDAPLNEIMN]SnSfQKKIASNIKREARNADYLMIW 

CDREGEYIGWEIWQEAKRGNRLIQNDQVYRAVFSHLERQHILNAARNPSRLDMKSVHAVG 

TRIEIDLRAGVTFTRLLTETLRNKLRNQATMTKDGAKHRGGNKNDSQWSYGTCQFPTLG 

FWDRFERIRNFVPEEFWYIQLWENKDNGGTTTFQWDRGHLFDRLSVLTFYETCIETAG 

NVAQWDLKSKPTTKYRPLPLTTVELQKNCARYLRLNAKQSLDAAEKLYQKGFISYPRTE 

TDTFPHAMDLKSLVEKQAQLDQLAAGGRTAWASYAASLLQPENTSNNNKFKFPRSGSHDD 

KAHPPIHPIVSLGPEANVSPVERRWEYVARHFLACCSEDAKGQSMTLVLDWAVERFSAS 

GLWLERNFLDWPWARWETTKQLPRLEMNALVDIAKAEMKAGTTAPPKPMTESELILLM 

DTNGIGTDATIAEHIDKIQVRNYVRSEKVGKETYLQPTTLGVSLVHGFEAIGLEDSFAKP 

FQRREMEQDLKKICEGHASKTDWKDIVEKYRKYWHKTNACKNTLLQVYDRVKASM 

YLR238W, 1937 bp, CDS: 501-1937 (SEQ ID NO 189) 

CTTCGTTCACACTTAATATTAAAT7VACAGCTCTTTCCTAATAATAACATATACACTAGAT 
ATATAATAGCAAATAAATTAAAAAAAAAGAAAAACAAAAAATAACGTAGCTTTGTTACAG 
TCGTAAAAAAAAGAACAATAAACCAATCTTATTGCCAGCGTCTAACTAGTCCTATTATAT 
TCCAATATATTAAGGGGTAAGGACTACTATTATTCGCCCTGAATTGAAATCTTTTAGAAA 
GCACCTGTTCTCTCTCTGGTGTTCTTTTTTTCTCATCTATTATCTAATTTCTTCAACCTT 
CGTTATTTGTTGTTATTCCGTAATCGTGGTGCTCAACTTTTGAAATTTCACTTGTTTACC 
ATAACGGAACATAATTAAAAATTTGTTCTTGAAAGTCACAAGCACTACGTGAACACAAAA 
TTAAGGCAAGAGTGACAAAGTAACCCTCACAAGGAGCCTGTCGTTGGTTATATTGGAAGC 
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TATAGATATAATCGAATCCAATGACTGGTCCTGGACCTGAAATAAATAAGGAGGAGCACC 
CCAGTTCTCCGGGCAAGAAACAGATAACATATAATAGTATACCCAAGAATGCAAATCTAA 
TTGATGGATCTACGAATTCATCGAAGAGGCCAATTGAAAAGTATGACAAGAGAATAGCCG 
ACCCAACAAAAAGCTATTTTCCACATAGCATATCAAGAACACCAAGGAGAAAATATACTT 
ACATTCTAGTCCTCACATCACTAAATGGAACTTTTGAGAGCAAACATGTGGTGATACCAT 
TTAAACCAGATGGTTTGAAATTGGGAAGGCCTGTTGCTAATAGTAATAGCAGCTCCAGTT 
CATCGCTCAGGGGCGGTAAAAGAGTGGATTCACACACTTTTTCCCAAGTAAGGTCCGATA 
ATGGTAATTTCGATTCAAGAGTACTCTCCAGGAATCATGCATTGTTAAGTTGCGACCCGC 
TCACGGGTAAGGTATATATACGAGACTTAAAATCCAGTAATGGTACGTTCATTAACGGTC 
AAAGAATTGGCTCAAATGACGTAGAAATCAAAGTTGGCGATGTGATAGACTTGGGAACAG 
ATATAGATACGAAAATTGAGCATCGAAAAATAAGTGCCACAGTTGAAGAACTATTTGTAC 
AACCTTTATTAGAATCACCGATTTTTGAAAATGAAGATAGTGATGATTGCCATACAATTA 
CAGAAAAAGAGGAGGCTGCTGCCATAACAAGTCACATATATGGTGATTCCAACAACCTAG 
AATTGGAAGAAGTTATCCTGGGCTCTGATACAGAAATACTGAGTGGAATTTTTATTAATA 
ATTGTATTGGTACGAGCCCGACTTTATCTAATATCATCAAAACCCTGGCAATGGAAATTC 
CATTTTCCAAATGCGATAATTTTAAATTACAGTCGATGGAGAATTTCTTAATTAATTATA 
CGACACATCTAGAATACACGAACAAACTTTTAGTGGAAAAAAATGATCAGCAACTGGTAA 
AGCTGCAAAATGGATTAAGAAGGAAACTGTCGGGGAAATACGAAAAGATTATCGAACAAA 
ACAGAAATCAAGTAAAACAGTTGGAAAGGGACCATATGTTTTTCAAAAAGTCATTTGAAG 
TGAAGAAAAGAAGAAATAATGAAAAGCAAAAAAGCATGGAAAGGGAAATAGAAGACTTGA 
AAACTAGGTTAGAAGTGGAACGATATAAGAATTCACAAATGATGAAGAAGAACAAACAGA 
. AAGAACAAGAACTGTGAAGTGCATGTAAAAAAAAGAGTACGGAACATGAGAGTAGAGGGG 
TCCCGGGCATGAATCCTAAGGGTACTGACAAATTTAGCATCAAGAACACGCTATGTAATC 
ATTTCACACTATTAACATTTGGAACTATTTCCATCGGGATTATAGCTATTGTCTTCAAGA 
TCCTTTCCCCCAACTAG 

YLR238W, 478 aa (SEQ ID NO 190) 

MTGPGPEINKEEHPSSPGKKQITYNSIPKNANLIDGSTNSSKRPIEKYDKRIADPTKSYF 
PHSISRTPRRKYTYILVLTSLNGTFESKHWIPFKPDGLKLGRPVANSNSSSSSSLRGGK 
RVDSHTFSQVRSDNGNFDSRVLSRNHALLSCDPLTGKVYIRDLKSSNGTFINGQRIGSND 
VEIKVGDVIDLGTDIDTKIEHRKISATVEELFVQPLLESPIFENEDSDDCHTITEKEEAA 
AITSHIYGDSNNLELEEVILGSDTEILSGIFINNCIGTSPTLSNIIKTLAMEIPFSKCDN 
FKLQSMENFLINYTTHLEYTNKLLVEKNDQQLVKLQNGLRRKLSGKYEKIIEQNRNQVKQ 
LERDHMFFKKSFEVKKRRIOTEKQKSMEREIEDLKTRLEVERYKNSQMMKKNKQKEQELST 
ASKKKTTEHDTRGVPGMNPKGTDKFSIKNTLCNHFTLLTFGTISIGIIAIVFKILSPN 

YLR241W, 2849 bp, CDS: 501-2849 (SEQ ID NO 191) 

CGAACATACCTGATATCAGAATAGATCCCAATGGTGCTATATTACGTGTAAGAGAGAGAT 
TTAATTTGAATATGTCCGAAGAAGATGCCACAGTGCATTTTCAGAATCTAATCAATGATA 
GTGTAAATGCTTTGCTGCCTATCGTGATTGATCATTTACATAATCTGGCACAATACTGGC 
GGACCTGATTGGTTGATAATTGGTGCTTCAAAATTTAAATTTCGTCACTCTAATTATACT 
TAACATATAAATGGTACCTTCAATATATCTTCTTAGTAAAAAGTAGCATGATTTTGTGTT 
AATTTGCACTTTTTTTATTTAAAAATAAAAATCACAGTTAATTTTTCATGATCTTGCAAA 
GACACGCCTCCCCCTAATGTGGCATATATAACAATTGTGAATCAGAAAAACTCAACACTT 
TAACATAATGGCGGGCACGAAGGCTAAACAAACAAGATTAGCATTGAATGCCTTTTTTGG 
GTACAATAGAACAGTACTGAATGACATCATATATCGAAAGGCTCAAGTCGGCAGCATCGT 
ATCTTGATACAGTTCCAGATGAGCATCATGATTTCAGAAAACCCACCGCCAAGGTTGTAA 
CGACGCAACTGACTATTGCTACTTCACTAGGTATTTTTGCTTTGCTTTCGTTCTCAATTC 
TACTAAAAAAGTGGCCTAGATTATACGCAAGCAGACGATATAAAGATGACGGGAACCTTC 
GCTTACGGTCCTGGAATCAGTCAAGTTTATTCGGCTGGTTAACAGTGTTGTATAAGATAC 
GGGACGAACAGATTCTGGAATATGCAGGTTTAGATGCGTATGTGTTTTTGAGTTTTTTCA 
AAATGTGCATCAAATTACTTTCTATTTTTTGTTTCTTCTCTGTGTGCGTTATATCTCCAG 
TAAGATATCATTTTACTGGAAAAATTGATGACGGCAACGATGATGATGACAGTGAAAGTT 
CTTTAATACATCTGGTAAAAAGAATTGTGGAGGGAAGTGGCGATGGTGACAATCATTCAG 
CTCCCGAACGTACAAATGTGTACCTCTGGATGTATGTTCTCTTCACATATTTCTTCACCT 
TCATAGCAATTAAAATGGCAGTTGCGGAAACAAAGCACGTCGTAAGTACTAGGCAAGCTT 
ATCTTGGGAAGCAAAATACGATTACTGATAGAACGATAAGGCTCTCAGGCATCCCGATAG 
AGCTTCGTGATTCGGAAGCCTTAAAGACCAGAATTGAACAATTAAAAATCGGCACCGTTT 
CATCAATCACTATTTGTCGAGAGTGGGGTCCTTTGAACAAGCTATTTCATTGTCGGAAGA 
AAATACTCAAAAACCTGGAATTAAAATATTCAGAATGTCCAAGGGAGCTCCGTACTCGAC 
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AACCATATTCGGAGAACTATCATTTATTGGGAAACGAGCAATCAGGCGCAGTTACACATG 
GAGAAAATGTTCCATCAAGCAATAATAATGACGAGGATACTATACTATATTCTCAAATTT 

CTCTTGGAGAGAGACCAAAAATGAAAATTGGATATCGTGGTATCTTTGGGAAGGAAGTAG 
ATGCCATAGAGTACCTGGAGCAGCAATTAAAATTTATTGATGCTGAAATTATTGAAGCGA 
GGAAACAACACTACTCCGCAACACCTACGGCATTCGTTACGATGGATTCTGTTGCTAATG 
CGCAAATGGCAGCTCAGGCGGTATTAGATCCTAGAGTACATTACTTCATAACCAGATTGG 
CTCCTGCACCTCACGATATCAAGTGGGATCATGTTTGTCTTTCTAGAAAGGACCGGTTAA 
CAAAAGTTTATTCTAGTACCGTATTTATAGGCCTTTCAAGTTTGTTTTTAGTCATTCCTG 
TATCATACTTAGCCACATTGCTAAATTTGAAAACACTTTCGAAATTCTGGCCAAGCGTAG 
GGCAGCTACTAAAAGATCACCAGTGGGCCGCTAACATTGTAACGGGGCTATTACCAACCT 
ATCTCTTCACATTGCTTAACTTTGGAATCCCCTATTTTTACGAGTATTTGACTTCTTATC 
AAGGATTGGTATCATACAGCGAAGAGGAAATCTCACTTGTTTCAAAAAATTTCTTTTATA 
TTTTTGTCAACCTTTTCTTAGTTTTCACATTGGCAGGTACAGCATCTAATTACTGGGCGT 
ACCTCAGCGATACCACCAAAATTGCTTATCAACTTGCTACATCTGTGAAGGAGTTCTCCT 
TATTCTATGTCGATTTGATTATATTGCAAGGTATTGGTATGTTCCCGTTTAAGTTGTTAT 
TAGTTGGTAGTTTGATCGGCTTTCCTCTAGTGAAAATCAAGGCTAAGACACCTAGGCAAC 
GGAATGAACTTTACAATCCACCGATATTTAACTTTGGACTACAATTACCACAGCCAATTC 
TGATTTTGATTATAACGTTGATCTACAGTGTAATGAGCACGAAAATTTTGACTTCAGGGC 
TGGCGTACTTTATTATTGGGTTTTACGTCTATAAATATCAATTGATTTTTGCCACAGATC 
ATTTGGCCCATTCTACAGGAAAAGTATGGCCATTAATTTTTAGAAGAATCATCGTTGGAT 
TGCTATTGTTTCAATTAACAATGACAGGAACACTGGCAGGATTCGAAGGAGGATGGGTTT 
...TGTCATCTTGCCTTTTCCCGCTTCCAGTAGTGACATTATGTTTCCTATATGATTTCGAGA 
AGAACTATTTGCCGTTGTCAAAATATATCGCATTGAGTTCAATTCGCGAGTACGAAAGAG 
ACAATTCTACGGTGAATTCTGCCAATGAGGAAGAGTCGTATGCATACCCTTACGCTGTGA 
GTGAATTAGAGGGTCCGATGTTGGATTGA 

YLR241W, 782 aa (SEQ ID NO 192) 

MTSYIERLKSAASYLDTVPDEHHDFRKPTAKWTTQLTIATSLGIFALLSFSILLKKWPR 
LYASRRYKDDGNLRLPSWNQSSLFGWLTVLYKIRDEQILEYAGLDAYVFLSFFKMCIKLL 
SIFCFFSVCVISPVRYHFTGKIDDGNDDDDSESSLIHLVKRIVEGSGDGDNHSAPERTNV 
YLWMYVLFTYFFTFIAIKMAVAETKHWSTRQAYLGKQNTITDRTIRLSGIPIELRDSEA 
LKTRIEQLKIGTVSSITICREWGPLNKLFHCRKKILKNLELKYSECPRELRTRQPYSENY 
HLLGNEQSGAVTHGEWPSSNlSnsrDEDTILYSQISLGERPKMKIGYRGIFGKEVDAIEYLE 
QQLKFIDAEIIEARKQHYSATPTAFVTMDSVANAQMAAQAVLDPRVHYFITRLAPAPHDI 
KWDHVCLSRKDRLTKVYSTTVFIGLSSLFLVIPVSYLATLLNLKTLSKFWPSVGQLLKDH 
QWAANIVTGLLPTYLFTLLNFGIPYFYEYLTSYQGLVSYSEEEISLVSKNFFYIFVNLFL 
VFTLAGTASNYWAYLSDTTKIAYQLATSVKEFSLFYVDLIILQGIGMFPFKLLLVGSLIG 
FPLVKIKAKTPRQRNELYNPPIFNFGLQLPQPILILIITLIYSVMSTKILTSGLAYFIIG 
FYVYKYQLIFATDHLPHSTGKVWPLIFRRIIVGLLLFQLTMTGTLAGFEGGWVLSSCLFP 
LPWTLCFLYDFEKNYLPLSKYIALSSIREYERDNSTVNSANEEESYAYPYAVSELEGPM 
LD 

YLR32.1C, 1781 bp, CDS: 501-1781 (SEQ ID NO 193) 

TTCAAGTGCACTCTTTGTAAGGAAGATTACAAGTCTCCAGTGGTCACAAACTGTGGCCAT 
TATTTTTGTGGATCGTGTTTTGCCAAAGATATGAAAAAGGGCACCAAATGCTTTATATGC 

CACAAGGAGACCCACGGCAGTGCAAAAGTAGCATCTGACTTACAGAAGATGCTAAATAAA 
AGGAAAAGTTGATGGAGAATGCCATATCACCCCAAAAATTACACGCACCCGATGCTAATG 
TACAGGAATTATAGAGCACATGACCCATAGATTTATCGAGCATTGTTGCAATTTCGAAAG 
ACTCTTTCACATAATAAAGTATGTAAACTATATAGATAGAAGATGTCCCGTGTCTTTTTG 
TCTACTAAATGATGATCTGCTCATTTAAAGTCGCCGCGACTACTTTGACAAAAAAAAAAA 
ACTTAGAAAATACGACAAATAGAGATTATTGAATGAAGTACATTGAAAAAAGAAAGAAGA 
AAGGCACATAGCAGCACACAATGTCGCACCAAAACCAGCTTATTCCACAAGCTTATATTT 
CTAACTTTCATAACAGATTGACAAACGAAGATGATGGTATCCCCATCTTTACAATGGCTC 
AACAAACAAGGCAGCATAAAAGGGCTAAAGTGGTCAACTATGCGGAATATGACAACGATC 
TCTTTGATGAATTCAATATGAACGGTTCTAATTTCAACAATGCTGATACACACTATAAAG 
ATAATGCAGTGTCTCATGAAAATACTCCGGCACTTACAAATGGTGTTACCATGGACGGTT 
CCGAATACAATGTCCTAGAGAACATGAATGGAGCTGATAGTATTATCTCTAACAACAAAT 
ACGATGCGGGTTCAAACATGGTTGTGGAATCTTTATCCGGTTTGAATAGCAATAACAACG 
CCAGCAATGGTCCGAGCAACAAAGCGCAGGCACAGGATATTGGAAACGCCGTTCTACCGG 
ATCTGCAAGACCAACACCACAACCCCTTCAACATATTGAGATACCCTAAAATAAGAGATA 
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CTTTCATTAACGGAAAAGTGGTGTCTCCATATAGACTCAACACTGATCAAGAAACGAAGG 
CAAACGCCAATTCTGGAGAGGCAATCATGATACCAATTACTTTGGATATAGAACATATGG 
GTCATACCATAAAAGACCAGTTTCTCTGGAACTACAATGACGACTCCATATCTCCGGAGG 
AATTTGCCTCTATATACTGTAAAGATCTTGATATGACTTCCGCTACCTTACAAACTCAAA 
TTGCGAATATAATAAAAGAGCAGTTGAAAGACCTCGAAAATATTGCAGCCACTGAGATAA 
TGTCTGACCTCCACGTGATAATCAACCTAACCTGCAACTTACAAGACAGATTTTTTGAAG 
ATAACTTCCAGTGGAACTTGAACGACAAATCACTTACTCCAGAAAGATTTGCTACATCCA 
TTGTACAGGACCTTGGCTTAACAAGAGAGTTCATCCCCTTAATATCTCAATCGCTTCATG 
AAACTATCTTGAAGATAAAGAAGGACTGGGTAGATGGCCACTTGATTCAGGACCATGTCC 
CAAACGATGCCGCATTTGGGTACTTATCTGGTATAAGGCTGGATATTGATGAACTGGGCT 
CCAATTGGTGCCCAAGGGTGGAAATATTAACAAAAGAAGAAATACAAAAGAGAGAAATTG 
AAAAAGAAAGAAACTTAAGAAGATTGAAAAGAGAAACTGATAGATTATCTAGAAGGGGCA 
GGAGAAGATTAGATGACTTAGAAACCACAATGAGAATGTAG 

YLR321C, 426 aa (SEQ ID NO 194) 

MSHQNQLIPQAYISNFHNRLTNEDDGIPIFTMAQQTRQHKRAKVVNYAEYDNDLFDEFNM 

NGSNFNNADTHYKDNAVSHENTPALTNGVTiyroGSEYWLENMNGADSIISlSn^ 

WESLSGLNSNlSnSIASNGPSNKAQAQDIGNAVLPDLQDQHHNPFNILRYPKIRDTFINGKV 

VS PYRLNTDQETKANANSGEAIMI P ITLDI EHMGHT I KDQFLWNYNDDS I S PEEF AS I YC 

KDLDMTSATLQTQIANIIKEQLKDLENIAATEIMSDLHVIINLTCNLQDRFFEDNFQWNL 

NDKSLTPERFATSIVQDLGLTREFIPLISQSLHETILKIKKDWVDGHLIQDHVPNDT^FG 

YLSGIRLDIDELGSNWCPRVEILTKEEIQKREIEKERNLRRLKRETDRLSRRGRRRLDDL 

ETTMRM 

YLR322W, 815 bp, CDS: 501-815 (SEQ ID NO 195) 

GTCATATCAAGATCTTTACAGTATATAGAGGCAAATTCCTCCGGAGATATGGAGTCGTCA 
TTGTAGTTCCAGAGAAACTGGTCTTTTATGGTATGACCCATATGTTCTATATCCAAAGTA 
ATTGGTATCATGATTGCCTCTCCAGAATTGGCGTTTGCCTTCGTTTCTTGATCAGTGTTG 
AGTCTATATGGAGACACCACTTTTGCGTTAATGAAAGTATCTCTTATTTTAGGGTATCTC 
AATATGTTGAAGGGGTTGTGGTGTTGGTCTTGCAGATCCGGTAGAACGGCGTTTCCAATA 
TCGTGTGCCTGCGCTTTGTTGCTCGGACCATTGCTGGGGTTGTTATTGCTATTC7VAACCG 
GATAAAGATTCCACAACCATGTTTGAACCCGCATCGTATTTGTTGTTAGAGATAATACTA 
TCAGCTCCATTCATGTTCTCTAGGACATTGTATTCGGAACCGTCCATGGTAACACCATTT 
GTAAGTGCCGGAGTATTTTCATGAGACACTGCATTATCTTTATAGTGTGTATCAGCATTG 
TTGAAATTAGAACCGTTCATATTGAATTCATCAAAGAGATCGTTGTCATATTCCGCATAG 
TTGACCACTTTAGCCCTTTTATGCTGCCTTGTTTGTTGAGCCATTGTAAAGATGGGGATA 
CCATCATCTTCGTTTGTCAATCTGTTATGAAAGTTAGAAATATAAGCTTGTGGAATAAGC 
TGGTTTTGGTGCGACATTGTGTGCTGCTATGTGCCTTTCTTCTTTCTTTTTTCAATGTAC 
TTCATTCAATAATCTCTATTTGTCGTATTTTCTAA 

YLR322W, 104 aa (SEQ ID NO 196) 

MRHCIIFIVCISIVEIRTVHIEFIKEIWIFRIVDHFSPFMLPCLLSHCKDGDTIIFVCQ 
SVMKVRNI SLWNKLVLVRHCVLLCAFLLSFFNVLHS 1 1 SICRIF 

YLR325C, 737 bp, CDS: 501-737 (SEQ ID NO 197) 

CCACATGTCACAACTACTTTGTGAAGTTGCAATGCGTGATTAGTATTATAAAACATCATA 
GCCTTGCCAAATAAACTCGCTTCCCAGAAAAGACGCCAAATTAACTGCCGCTGTTATGTG 
ACAAAACAGGGCATCTCACATATTCGCGTACTGGTGTTCTTTTAGCTCATTCCGATATTA 
TTCCAAGACGGAATTTTCATCTAGAGAAAATGCATCCGTGCATTTTCATAAACCCACACA 
ATTAAAATGCCTTGCGAAAAGGAGGACTCGTCCGTGCAACTGTTGAAAAAAATAGACGGA 
GCATCATACGTTCGAGTGGAAAATTATGGAGAGTTTTCCAAGCTCTATGGCATGTAGAGT 
CGTGATTGCTGCTGTACGCTTTTGCACAATATTGAATCTTCAATCTAAAGAATTAAATTT 
TCTAATTTCAATGTAGAAATATTTCAACTGTTAGTTTTTTATTTCAGGTTGAATATAGTA 
CGACAAAATATCAAGGAAAAATGGCTAGAGAAATCACCGACATCAAACAATTTTTGGAAT 
TGACCAGAAGAGCTGACGTTAAGACCGCCACTGTTAAGATTAACAAAAAATTGAACAAGG 
CCGGTAAGCCATTCAGACAAACCAAGTTCAAGGTTAGAGGCTCTTCTTCTTTGTACACTT 
TGGTTATCAACGATGCTGGTAAGGCTAAGAAATTGATCCAATCTTTGCCACCAACTTTGA 
AGGTTAACAGATTATAA 

YLR325C, 78 aa (SEQ ID NO 198) 
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MAREITDIKQFLELTRRM:)VKTATVKIlSrKKLNKAGKPFRQTKFKVRGSSSLYTLVINDAG 
KAKKLIQSLPPTLKVNRL 

YLR344W, 1331 bp, exonl : 501-519, intronl : 520-966, exon2 
967-1331 (SEQ ID NO 199) 

TAAGGGCTGTCAATTTTTCATTTCCCTCAAAGTTAATGCGCAAGAGTTAGGATGATCTTG 

ATTATTAGTTATTTGTTTGTTCCATCAATTATGCCGACGTCCATGAATGCTATTGAAGTA 

TCGATTACTTATGCTATTCTATTGTATTTGAGCCGGCGGCTAGTAAACAAGACAGCATAC 

CTTTCCAACATCCGTACATATTGATTATTGTATCTATGATTTTCATGTAATGTATGGGTT 

AACTAATCCTTTCTCTTCTTTTTTTTTTTTCTGAAAATCAGTAGCTAGAGGAACCTGTTC 

GTGAAAGATATGGAATATTCCGTCTAGGGAAGAGCCGAGAGCTGAGAGCAGTATCCATCG 

GATGGAATCTTGCCTGGATGCGTAACGACGACAGCTTGTCTAGAAGGCGAAGTACAAGAT 

ACTAAGAAGACTATAACAACAGAAGACAATTTTGTAGTGCGATTCTATATTATTGACGTA 

ACCAACAAAAAAGTATCAGAATGGCTAAACAATCATTAGGTATGTGCACAAATGCTAAAT 

CACTGAAACCCTGTAGAGCTGGAATTGAAAATATAGTTTGTACCTTTTGCCTGAGGGCAG 

AATGACTCAATGTTATCTTAATTCGATTAGAAAAAGAAGGTGCGTTATCCAAGGTTGAAA 

CTTGTAAACTATTTAGGTGATGTCTCATAACTGCAACCACTGGAAAATGACGCAAATATC 

AAAATAATAGGGAGATAAAGTCTCACGACATGAAAAAATCATAGAATTATTGTTCAATTT 

ATCTAGCCGTATCTTACCTTATGGAAAAAGTGTGAATATGTTTTTCTAAATCGAGCTTCC ■ 

CGGAAATTACACTATATTATGCATCCGTGATACATCTGAAATTCAATACTTTCTCCAAGG 

TCCTGCTTACTAAGAGGGTAAGATTTGTTGAAACTCGAAATACTAACATTATTTTCATTA 

TTTTAGACGTTTCCTGCGACAGAAGAAAGGGTAGAAAGGCTTATTTCACCGCCCCATCCT 

CCCAACGTCGTGTTTTGCTATCTGCTCCATTATCTAAGGAGTTGAGAGCTCAATACGGTA 

TCAAGGCCTTGCCAATCAGAAGAGATGATGAAGTTTTGGTTGTTCGTGGTTCCAAGAAGG 

GTCAAGAAGGTAAGATTTCATCTGTTTACAGATTGAAATTTGCCGTTCAAGTTGACAAGG 

TTACCAAGGAAAAGGTCAACGGTGCTTCCGTTCCAATTAACTTGCACCCATCCAAGCTTG 

TCATTACTAAATTACATTTGGACAAGGACAGAAAAGCTTTGATCCAAAGAAAGGGCGGTA 

AGTTGGAATAA 

YLR344W, 127 aa (SEQ ID NO 200) 

MAKQSLDVSSDRRKARKAYFTAPSSQRRVLLSAPLSKELRAQYGIKALPIRRDDEVLWR 

GSKKGQEGKISSVYRLKFAVQVDKVTKEKVNGASVPINLiHPSKLVITKLHLDKDRKALIQ. 

RKGGKLE 

YLR367W, 1376 bp, exonl: 501-633 intronl: 634-1116, exon2 
1117-1376 (SEQ ID NO 201) 

ACTTTTTGTCTGCTGCTGGTCGTTTGTCTTTCGTTTTAAAATTGCGCTAGACAAGTAAAC 
AGGGATTGCTTAAGAATCAAAGTAGCTTAACTCTAAAGTATTATTTTCCTCAGTTGTGGG 
CCCATGTGTTGGAGGGAAGGAATATATTGAAATGTAAATGTTCTTAAGTTCGGTTGAACT 
TGGATATTGTTACAAGAGTTCTAGTCTTTGATACCATTTTTACGCAATTACAACCGCATT 
ATTTACCTTTTCATCTTCAGTTTTACGGTTCAGTTTATTCTGTTACGAAAGAACTATGGT 
GATTCAAAGGCGAAGTGCGTAGGATTGTAACTCCTATATCTTTAGGATACTTACAATTTT 
GTACTGTTTTCAAGACCACTGTAACCGATAATAAACCGGAGGACACATTTTAACCCACTA 
TTTTTTTCAGAAGATCAGATGCGAGAGCTCGAAGCATAAGTATAATACTAACGTTTCAAA 
ACATAGTAATTAGGTAAAAAATGACTCGCTCTTCCGTTTTAGCTGATGCTTTGAATGCCA 
TTAATAACGCCGAAAAGACCGGTAAACGTCAGGTTCTATTGAGACCTTCTTCCAAGGTTA 
TCATCAAGTTTTTACAAGTTATGCAAAAGCATGGTATGTTCCAACTATTTTTCAATATTT 
TCACATGTGTTTCAATTTCTGCTTATTTTTAAATGTTACCACGAGGTTTGTCCAAGTTCA 
ATGTTGCGCAACTCTAACGAAGAAATAATTATTGCCATTGTTTTTTACTCCGGGCTGATA 
ACTAGATGGTGTGATCGGGCAGTATACTAATTTATACTGGACAAAGACTCGTAAAAGATG 
TTCTTTGTGCTTAGTCCCATACTGTTTTTTAAGTGTCCGGGATATTTAATCCCATGTGGA 
AATGCTTCTTACACGGTTATGGATTACACCTCATGTGTAGCTACTATATCCATTACCGTT 
TACTTTTCCTCAAAATCTCACTCTTAAAATTTTCAATGGCAAAATTCTTCCGCACAACTT 
AGACAACATTTTCTTGTTTTTTATGAAGTAAGCAAAAATTTCGAATCAACAACGCTCCAT 
GAGATTCTTCAATACTAACATTTACTCCTTATTTAGGTTACATTGGCGAATTCGAATACA 
TTGACGACCACAGATCTGGTAAGATTGTCGTCCAACTGAACGGTAGATTGAACAAATGTG 
GTGTTATTTCCCCAAGATTTAACGTTAAGATTGGTGACATTGAAAAATGGACCGCCAACT 
TATTGCCAGCCAGACAATTCGGTTACGTTATTTTGACTACTTCTGCGGGTATTATGGACC 
ATGAGGAAGCTAGAAGAAAGCACGTTTCCGGTAAAATCTTGGGTTTTGTCTATTAA 
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YLR3 67W, 13 0 aa (SEQ ID NO 2 02) 

MTRS SVLADALNAINNAEKTGKRQVLLRPS SKVI IKFLQVMQKHGYIGEFEYIDDHRSGK 
IWQLNGRLNKCGVISPRFNVKIGDIEKWTANLLPARQFGYVILTTSAGIMDHEEARRKH 

VSGKILGFVY 

YLR393W, 1340 bp, CDS: 501-1340 (SEQ ID NO 203) 

CCCTCAACCCGCATTTTGCTGAGAATTTTCACCAAGGCCCTAGGTGATATTAGATTCCAC 
CTGACTAATTGCATTACAGCCGACCCAAGGCAATATCAGTTTAATAAAATATCATGTATC 
TCACCCTCTTCTTGGTATTAGTAAAGAGACGCCTGATCTTGTAACAGTGGTGAAGATTGT 
ACTAGAGCAGAATCAAGAATTTAAAAAGTGTAAAGGCAAGGCAGAGGCGATGTACATAAA 
ACTTCG7VAGTAAGAAATATTTAATAGTTCTCGCCACATCACTATGCAGCTATATAAAAAC 
TACTATAAACGTTTGTTTTGTTCCTTACGCACAATATCCTTGCCTAGAAATCGTTTTTGA 
AATTTAAATTTTTATTACCATTTATTTGATTCGCCTTCAGAAAAATATGGAAGAGTGCAT 
ATTTAAAAAGGACTATTTCAGCATATAGTAAAAGTCAGGTTATTTGTTTATTTGCGATAT 
CAGAGTAACTTAAACTAACTATGCAGGGCACTTTTAAAAGGTTTTACCATCCCACGCTTA 
CGCGGATGTCCTTCTTGGATAAATTCCTCAAGCCTATGATGGCAACGGCTTCCCCAAAGG 
AATACCAGATCAAACAACTGGTCAAGCCAATAGGCTTAACACAAGCACCAAGGAAAAGCA 
CCAAATACTCCCAGGGGAACTCTTTGAGGGATATGTTTGATTCGGAAAAGACAAACCACA 
GAGTTAAAGAGTTGGCCGTTGAATTCAGCAAATCTGGACTTTATGACGTGCAAGTCTTCC 
AAAAGACAAAGGGGAAATTGTTTATAGCTCCAGTTTCATATTGGAAAGAAGATAAAGCTT 
TGTTTTTTCCTCATTTGATAGGAACGGCAATGGATGGTACGAAACAACAGAATATCGAGG 
ATATGTTAAGGGGTAAAACCAGTATAGTGAGGTTATTTAGTACAGCATCTGGCGATAAGT 
TGAGTAGTTCATACTTCCAAGGAATCGTAGACGATAACAAAAAAACTGACTACTTGACTG 
AAGCTGATGCGCGTTTAAGTTTAAATGACAGTAACGTGCAAATCATCGAGGTCAATCTTG 
TAGAAAACGCTGTGAAAAGTGCTCTAGTGAAAACGCTTGCTCGTTGGGCCAATCGCGTTC 
CATCCTGGCGCCAGCCATTTTATTTCGAATGTTCTAGAGGCCAATGGCCATTTTCCGTCA 
GGGAAGAGCTCTTTTGCAATAATGTCTTTTCTGGATACGTCTTTCTTGTGGACCAGCAGT 
TAAAAATTAGGTGGGCAGCTTGCGGGGAGGCTACTCCATCTGAAAAGGAAGCATTGTGGA 
AGTTTGCCAAACGTCTGTGA 

YLR393W, 279 aa (SEQ ID NO 204) 

MQGTFKRFYHPTLTRMSFLDKFLKPMMATASPKEYQIKQLVKPIGLTQAPRKSTKYSQGN 
SLRDMFDSEKTNHRVKELAVEFSKSGLYDVQVFQKTKGKLFIAPVSYWKEDKALFFPHLI 
GTAMDGTKQQNIEDMLRGKTSIVRLFSTASGDKLSSSYFQGIVDDNKKTDYLTEADARIiS 
LNDSNVQIIEVNLVENAVKSALVKTLARWANRVPSWRQPFYFECSRGQWPFSVREELFCN 
NVF SGYVFLVDQQLK I RWAACGE AT P S EKE ALWKF AKRL 

YLR423C, 1754 bp, CDS: 501-1754 (SEQ ID NO 205) 

TTCTATTGGTGTAGTTATACCAGAACCATCCTTCCCAAGGCCTTTTCCCGCAACATATCC 
CATACTCGAAAGTAACTTCGCACCAATACCATATGTCTTCGTTAATTTTGAGATCGTTGG 
GGCATTGCCGCTACTAGTTTTCAAGGCATCATTAGTGTATGTCATGTCACTATTCATGCT 
TGAATTATTATCTTCCTCATCGCTATAATTATAGGAATCGATTCTTCTTTTTTTGAAAAA 
GAACTTTTTATCTGTGTTGGAGTCCGAATCCTCCATGTTTTGGCGTACTGAAGGCTTAAG 
TTCTTCGACCTCTCTCGGTTGTACTATTTCGAAATTTTGGATTTTTGTTATTGTTTTGAC 
ATAATGTAAATACTAGATGCGCGCTCTAAGGCCTCAGTATTAAAAATTGCAAGATATCCC 
TAACTTGATAATTATTTGAAAGTCGCATAACGTACGATAAATTCGATACTGCGAGGATAT 
TATCAACGTATTTAACACCTATGAACGAAGCAGATGTTACAAAATTTGTTAATAATGCCA 
GGAAAACGCTGACCGATGCTCAACTTTTATGTTCAAGTGCTAATTTAAGGATTGTAGATA 
TTAAGAAAAAATTGTCATCTTGGCAGTTGAGTATTTCAAAACTCAATTTTCTAATAGTTG 
GCTTGAGACAGCAAGGAAAGTTTCTTTACACTATTTTAAAGGAAGGCATTGGGACAAAGC 
TAATCCAGAAACAATGGAATCAAGCTGTCTTAGTGGTCTTAGTTGATGAGATGAAGTACT 
GGCAATATGAAATCACTTCTAAAGTACAAAGGTTGGATGGTATAGTAAATGAATTGAGCA 
TATCAGAAAAAGATGATACCGATCCCTCTAAACTAGGAGATTACATCTCGAGAGACAACG 
TTAACTTATTGAATGACAAACTGAAAGAAGTGCCAGTAATTGAGCGTCAAATTGAAAACA 
TTAAGCTTCAATACGAAAATATGGTCAGAAAAGTTAACAAAGAACTGATTGATACCAAGT 
TGACGGACGTAACTCAAAAATTCCAAAGTAAATTTGGTATAGATAACCTGATGG7VAACAA 
ATGTTGCAGAGCAGTTTAGCAGGGAACTAACGGACCTTGAAAAAGATTTAGCAGAGATAA 
TGAATTCATTGACACAGCACTTTGATAAGACATTGCTGTTACAAGATAAAAAAATTGATA 
ACGATGAACGTGAGGAGCTGTTTAAGGTGGTACAAGGCGACGACAAAGAACTATACAACA 
TTTTCAAAACTCTGCATGAGGTAATTGATGACGTGGACAAAACAATTCTTAACTTGGGTC 
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AATTTTTGCAGGCAAAAATAAAGGAAAAGACAGAACTACACAGCGAAGTTTCTGAAATAA 
TAAACGATTTCAATAGAAATTTGGAATATCTATTAATCTTTAAAGATATTTCCAATCTGA 
TTGATAGCTTCAAAAATTCCTGTACACAAGATATTC7\AACAACTAAGGAACTTTGTGAAT 
TTTATGATAATTTTGAAGAAAGCTACGGTAACTTAGTTCTAGAAGCAAAGAGGAGAAAGG 
ATGTGGCAAACAGAATGAAAACTATATTGAAAGATTGTGAAAAGCAGTTGCAGAATTTAG 
ATGCTCAGGACCAGGAAGAACGTCAGAATTTTATAGCGGAAAATGGAACTTATCTTCCTG 
AGACAATCTGGCCCGGTAAAATTGACGATTTTTCTTCCCTGTACACTTTAAATTACAACG 
TGAAGAATCCTTAG 

YLR423C, 417 aa (SEQ ID NO 206) 

MNEADVTKFVNNARKTLTDAQLLCSSANLRIVDIKKKLSSWQLSISKLNFLIVGLRQQGK 
FLYTILKEGIGTKLIQKQWNQAVLWLVDEMKYWQYEITSKVQRLDGIVNELSISEKDDT 
DPSKLGDYISRDIvrWLLNDKLKEVPVIERQIENIKLQYENMVRKVNKELIDTKLTDVTQK 
FQSKFGIDNLMETNVAEQFSRELTDLEKDLAEIMNSLTQHFDKTLLLQDKKIDNDEREEL 
FKWQGDDKELYNIFKTLHEVIDDVDKTILNLGQFLQAKIKEKTELHSEVSEIINDFNRN 
LEYLLIFKDISNLIDSFKNSCTQDIQTTKELCEFYDNFEESYGNLVLEAKRRKDVANRMK 
TILKDCEKQLQNLDAQDQEERQNFIAENGTYLPETIWPGKIPDFSSLYTLNYNVKNP 

YML026C, 1342 bp, exonl : 501-547, intronl : 548-948, exon2 
■949-1342 (SEQ ID NO 207) 

• ATCTGTAAATAATAAGCCCATGAAATATCAATCTCACAATGAAAGAATTGTATAATTCAG 
AATGATTTGACGTAAAAGCAAGTCTCATTCAAGAAACTGTAAAATCGGTACACACTACTG 
AATTTTACATCCATACATTTTTTTGAAATTTCATGTTTTTTTGAAAAATTGGAAAAGGGC 
TAAATTATCCGTCGGGGTGTCCTCCTAGCTCGGCTCAACCTAGGCAAATGCGTTTACTGG 
GGCCATCCAAGCTCATCCTTCCAGAGATTCGCCTTTCAGAGGCAAAGAACTCGTCTCCGC 
AGGCCTCTTGTTCCGGGAGGAGGAGAATTCTTGCGCGGAAACTGGTTGATGCCTGGGCTA 
TGGTAATTCTGACACCTTTGCTATCCTAACTGGAAAAGGTCCTTAGTAATAACAATATCA 

• GGTACTTTAACATTGTTAAAGATATACTATTAGTGAAAAACCGATCTTACGAAAAGCCAA 
TAGAGCAGAAAGTGGTAAAGATGTCTTTAGTTGTACAAGAACAAGGTTCCTTCCAACACA 
TTTTACGGTATGTTTTACGAGTACAGTGCAGATATGTTGAGAGAGTTTCACATTACATGG 
GATAATAGCTTAATATTGCGATTGAAAATATGTGAGTGCACTCCGATGGAATAATAAACG 
TCACGGGTTACCAAATACGAGGCCGAATTAACTCTACGCTACTATAAAAATTATCACTAG 
ATTTTAAAGTAATACACAGTTTATTGGAAAATACAATATATGACTCAATGCGAATTTAAA 
AATTTCAGTCAATACAGCTTGACAAATTCATATTTATCGTCCCTCCATGTTCGTACGCCA 
TTCCAAAATGATGCGCCATGTTGAAAATTTCTCGAAGAACCTAGCAGTGGTGTGAAATAA 
ATTACTAACAATAAGATGTACAATTTTTTGTGCGCCCATTACAATCAGTTTGTTGAACAC 
CAATGTCGATGGTAACATTAAAATTGTTTACGCTTTGACCACTATTAAGGGTGTTGGTCG 
TCGTTACTCCAACTTGGTCTGTAAGAAGGCTGATGTTGATTTGCACAAGAGAGCTGGTGA 
ATTGACCCAAGAAGAATTGGAAAGAATTGTCCAAATCATGCAAAACCCAACTCATTACAA 
GATCCCAGCCTGGTTCTTAAACCGTCAAAACGACATTACTGATGGTAAGGACTACCACAC 
TTTGGCTAACAACGTCGAATCCAAGTTGAGAGATGACTTGGAAAGATTAAAGAAGATCAG 
AGCCCACCGTGGTATTAGACACTTCTGGGGTTTACGTGTTAGAGGTCAACACACCAAGAC 
CACTGGTAGAAGAAGAGCTTAA 



YML026C, 146 aa (SEQ ID NO 208) 

MSLWQEQGSFQHILRLLNTNVDGNIKIVYALTTIKGVGRRYSNLVCKKADVDLHKRAGE 
LTQEELERIVQIMQNPTHYKIPAWFLNRQNDITDGKDYHTLANNVESKLRDDLERLKKIR 
AHRGIRHFWGLRVRGQHTKTTGRRRA 

YML063W, 1268 bp, CDS: 501-1268 (SEQ ID NO 209) 

TATATTATTTTTTCCCTTCTGGGTTCTTTTCTTCCTTTTCTTGTTTACCTTTTTTGCTTT 
TTCATAAAATAATTTCTCTAGATTTGAAGACAGCATTTTTGTACATCCATACACCATACA 

CCATACACCATAGCACCAGTACACTATATTTTTATGAATTTTACTAAGAATTATTCCTGC 
AGGAGCTCCACTGAAAAAAAAAGAGCAGCATGGATGTCCGGTAGAAGTGCTACTGAGTAA 
ATGGGAAGGACGCGGTAGATCCAGTGTGGAATCAAGGTGGTGCCGGTGTGAAGCCGCCTC 
GGCCGGCTGGACTCTCCAGGCCGGAGTGATGATTGCCACGCTGAACGTAACACAGTTTCA 
CAATACCAGTGTCCTCATTAGTGAGTTCCAATGTATAGTTAGTAGTGGTATTTTGATATA 
TGTGAGTGGTAGCAGATTTGAACTTAGTTAGTTGTATTCGCCTTTGAGGAAACCAAGCAA 
AAAACCGATCTAGACTAATCATGGCTGTTGGTAAGAATAAGAGACTATCCAGAGGTAAGA 
AGGGTTTGAAGAAGAAGGTCGTTGACCCATTTACCAGAAAGGAATGGTTCGATATTAAAG 
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CCCCATCCACTTTTGAAAACAGAAATGTTGGTAAGACTTTAGTTAACAAGTCCACTGGTT 
TGAAGAATGCTTCCGATGCTTTGAAGGGTAGAGTTGTCGAAGTTTGTTTGGCTGACTTGC 
AAGGTTCTGAAGACCATTCTTTCAGAAAGGTCAAGTTGAGAGTCGATGAAGTTCAAGGTA 
AGAACTTGTTGACCAACTTCCACGGTATGGACTTCACTACCGACAAATTGAGATCAATGG 
TCAGAAAATGGCAAACTTTGATCGAAGCTAATGTTACCGTTAAGACTTCCGATGATTACG 
TTTTGAGAATCTTTGCTATTGCCTTCACCAGAAAGCAAGCTAACCAAGTTAAGAGACACT 
CTTACGCTCAATCTTCCCACATCAGAGCTATCAGAAAAGTTATTTCTGAAATCTTGACCA 
GAGAAGTTCAAAACTCTACTTTGGCTCAATTGACCTCCAAATTGATTCCAGAAGTTATCA 
ACAAGGAAATCGAAAATGCTACCAAGGACATCTTCCCACTACAAAACATCCACGTTAGAA 
AGGTTAAGTTATTGAAACAACCAAAGTTCGACGTTGGTGCTTTGATGGCTTTGCATGGTG 
AAGGTTCCGGTGAAGAAAAGGGTAAGAAGGTTTCTGGTTTCAAGGATGAAGTCTTGGAAA 
CTGTGTAA 



YML063W, 255 aa (SEQ ID NO 210) 

MAVGKNKRLSRGKKGLKKKVVDPFTRKEWFDIKAPSTFENRNVGKTLVNKSTGLKNASDA 
LKGRWEVCLADLQGSEDHSFRKVKLRVDEVQGKNLLTNFHGMDFTTDKLRSMVRKWQTL 
lEANVTVKTSDDYVLRIFAIAFTRKQANQVKRHSYAQSSHIRAIRKVISEILTREVQNST 
LAQLTSKLIPEVINKEIENATKDIFPLQNIHVRKVKLLKQPKFDVGALMALHGEGSGEEK 
GKKVSGFKDEVLETV 

YML128C, 2042 bp, CDS: 501-2042 (SEQ ID NO 211) 

TTAATAGGGTTAGCCACCATTGTCTCGAACATGTTCACAGGCTCGGAGCTTGTGGCGGGT 

GCCTCGCTTACTGGAGTACCATTTAGCGGTGTGTTTGAAGCTAACGAGTTCATCTTCAAT 

CTTTATTTCCACTTCTTTACAAGCTTTCTGCCTTTCTCTATGACGTCTTTCCCAAAACAC 

TACCTCTTGACACGACTTGTTGTTTTCGTTTTTCTCTAAGAATATCACTATTTTCACTTT 

TTTCACCTTTTCCACCATTACGTCGGTAAGCAACAGCATTACGCCGGCCTCACCTTAGAG 

GGGAAGAATAAGGGATCTTTGGAACTG AAGGAAAAT AAGGGAGAGGGAGGAAAC AAGGAG . 

GCGGTGAAAGGGGATCGACAGGGTATTTAAAGCCACTCATGGAGTCGTATTCCTAGCATG 

ATTAGATTACCGGAGTTTAGAAGAGGATCTGCAATAGAAGAGGAGACAACTACAAAAGAA 

CTGTTAATTAAGAGAAGAAGATGAAGCAATTCAAGTTGGTTAATGCGGTTTCCGC ATC AT 

TTGTGCTTATTGGCTTAGTGTTGGCCAATTCAGATTCAGTGTTCGACAAGTGGACGCAGG 

AAGACCTGGCCGATTATTTACGTGATAATAAGAAGAGCTTGGAAAAGTACGCTACAGACT 

CCATTGAGGACTTGAAAACGGAGGCATCGCAGGTATGGGACAAACACGCGCAGCCCAAAC 

CATGGTGGCAGGTGTGGTCTAGTGACAGCAGTAGCGTGAGCAACAGTAACCCCGGATGGT 

TTGGTTATACTGGTTCTTCGGATCACCCAGTTTCTGACTGGCTCTTTGACACCTGGTCCA 

CAGACAGTCTACGTAACTTCTTGAAGAAAAACGGCGTGGATGTTGACGACGCTAAGGCTT 

CCAAGGACTCGCTGGTGAAGACTGCTAAGGAGAACTTCAACAAGATTTCCAAATCTTTGA^ 

AGTCGTCGGGATACTATCCTTCTAGCTCTTACTTTGATAGCTGGTCAACCAAAGATTTGC 

AAAACTGGTTGAATGACAATGGTATCGACTACGACAAGGCAGTTCAAAGCAAGGACGAGC 

TAGTTCAGAAAGTCAAGGAAAACATCTACCGAACTTCAGAAAAGGCAGAACAGCAGCGTC 

TGGGTTTGCTAGAAAGCTTGGATTTGGCTCACCAACAAATATTAGACACATCGGGACAAA 

TAAAAGACACTGTATTTGACAAGTGGTCTAGTGATCAGTTAACCAATTGGTTGGAGAGCC 

ACAAGGTCAATATTGACAAGAACATGGCCAAGAAACACGACTATTTGGTTAGAATGGCCA 

AAGAAAATTCTGCCAATTTGAAAGATGATATCTACTGGTACCTGGACTATATGAAAAGAG 

AGTCTTCTCCATTTTTGACCAAGACCCCAGAATACGTTGGTTCCGTTTGGGACTCTTCTA 

AAAATTTCCTCACAAATTTGTACTCCAAGTTCAGAGGTAAGACTGACAATGTGATCAATG 

ATACTTTTTTGGTTGGCCTAGACTCTTGGCCAAAGGACAAATTGAAAATGTTTTTAGATG 

CTCGTGGTATTAAGTACTCAATGCTGTCTACTGAACATCAATTGAGAGAATTAGTCAAAA 

AATCCAGAAACGAAAAACTCAAGATCCTGCCAAAAGACTACCAAAAATACTTTGACAACA 

GTAACTGGTCTTTGGATGACATAAAGGGTTGGTTTGCTGACAAAAAGGACGACTTCCAAG 

ATTCTCAGACTTACTCCACAATTATGCAGGATTTTGACAAGGTTTCCAAAAACACAAATG 

ATGCTAAGGACCAAATCGCTAAGACCTGGTCAAATACCTTTCAGAGCTGGTCTCAAGAAG 

ACCTATTGCAGTACCTAAAATCATTCGGTGTTCCGGTTAAACAGACTTCTACGAAGGACG 

ACTTAATCAACTTGGCCAAGCAGAATACGCAATGGTTGTTCGGCACTGTTAAGGAGCCTG 

CTTACAAGAGGTACCTACATAACGTTAAAAACTGGTCGAAAAGCATATTAGGGTTCAACT 

AA 

YML128C, 513 aa (SEQ ID NO 212) 

MKQFKLVNAVSASFVLIGLVLANSDSVFDKWTQEDLADYLRDNKKSLEKYATDSIEDLKT 
EASQVITOKHAQPKPVWQWSSDSSSVSNSNPGWFGYTGSSDHPVSDWLFDTWSTDSLRNF 
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LKKNGVDVDDAKASKDSLVKTAKENFNKISKSLKSSGYYPSSSYFDSWSTKDLQNWLNDN 

GIDYDKAVQSKDELVQKVKENIYRTSEKAEQQRLGLLESLDLAHQQILDTSGQIKDTVFD 

KWSSDQLTISMLESHKWIDKNMAKKHDYLVRMAKENSANLKDDIYWYL^ 

KTPEYVGSVWDSSKNFLTNLYSKFRGKTDNVINDTFLVGLDSWPKDKLKMFLDARGIKYS 

MLSTEHQLRELVKKSRNEKLKILPKDYQKYFDNSNWSLDDIKGWFADKKDDFQDSQTYST 

IMQDFDKVSKNTNDAKDQIAKTWSNTFQSWSQEDLLQYLKSFGVPVKQTSTKDDLilNLAK 

QNTQWLFGTVKEPAYKRYLHNVKNWSKS ILGFN 

YML130C, 2192 bp, CDS: 501-2192 (SEQ ID NO 213) 

ACGAGATCATTTTCTTATCTATCTATTGAGTAATGCTTACTTTTCATATTTTCAATGAAC 

AATAGGATATGTAGGAGAATTGATATATTCACTGCGTATCAGAGAAAAGGTCTACTGACA 

TTTTATGGCAAATGTATTCTACACAAATCGAGAATACCACAGACAATGGTACAAGACATA 

CACAAAGAGAAGACTGTTCTAATTAAACAAATAATATTGAGCTACCTGCTAAGTATGTCC 

TTTTCCCTTTGTCCTTTGGTTTCTCTTATAGAAGACCCTGGAAATTTTTCGCATTTTTCC 

GGCTTTGGGCGTTAGTAAGAACAAAAAGAAAAGAAGAGAACAAAAAAGAAACGATACGGA 

GTACGTGTCATAAAAACTTGTTCAATCATCCTTGAAGCTAAGTATAAAGAGCTTGAAAAG 

GTTTACCACTTAAACTGGTTATACTATTTCAAGAGTGTAAACATTTTATTGCATATACCA 

CAGTAACGTGCAGGTAAAACATGAGATTAAGAACCGCCATTGCCACACTGTGCCTCACGG 

CTTTTACATCTGCAACTTCAAACAATAGCTACATCGCCACCGACCAAACACAAAATGCCT 

TTAATGACACTCACTTTTGTAAGGTCGACAGGAATGATCACGTTAGTCCCAGTTGTAACG 

TZWVCATTCAATGAATTAAATGCCATAAATGAAAACATTAGAGATGATCTTTCGGCGTTAT 

TAAAATCTGATTTCTTCAAATACTTTCGGCTGGATTTATAGAAGCAATGTTCATTTTGGG 

ACGCCAACGATGGTCTGTGCTTAAACCGCGCTTGCTCTGTTGATGTCGTAGAGGACTGGG 

ATACACTGCCTGAGTACTGGCAGCCTGAGATCTTGGGTAGTTTCAATAATGATACAATGA 

AGGAAGCGGATGATAGCGATGACGAATGTAAGTTCTTAGATCAACTATGTCAAACCAGTA - 

AAAAACCTGTAGATATCGAAGACACCATCAACTACTGTGATGTAAATGACTTTAACGGTA 

AAAACGCCGTTCTGATTGATTTAACAGCAAATCCGGAACGATTTACAGGTTATGGTGGTA . 

AGCAAGCTGGTCAAATTTGGTCTACTATCTACCAAGACAACTGTTTTACAATTGGCGAAA 

CTGGTGAATCATTGGCCAAAGATGCATTTTATAGACTTGTATCCGGTTTCCATGCCTCTA 

TCGGTACTCACTTATCAAAGGAATATTTGAACACGAAAACTGGTAAATGGGAGCCCAATC 

TGGATTTGTTTATGGCAAGAATCGGGAACTTTCCTGATAGAGTGACAAACATGTATTTCA 

ATTATGCTGTTGTAGCTAAGGCTCTCTGGAAAATTCAACCATATTTACCAGAATTTTCAT 

TCTGTGATCTAGTCAATAAAGAAATCAAAAACAAAATGGATAACGTTATTTCCCAGCTGG 

ACACAAAAATTTTTAACGAAGACTTAGTTTTTGCCAACGACCTAAGTTTGACTTTGAAGG 

ACGAATTCAGATCTCGCTTCAAGAATGTCACGAAGATTATGGATTGTGTGCAATGTGATA 

GATGTAGATTGTGGGGCAAAATTCAAACTACCGGTTACGCAACTGCCTTGAAAATTTTGT 

TTGAAATCAACGACGCTGATGAATTCACCAAACAACATATTGTTGGTAAGTTAACCAAAT • 

ATGAGTTGATTGCACTATTACAGACTTTCGGTAGATTATCTGAATCTATTGAATCTGTTA . 

ACATGTTCGAAAAAATGTACGGGAAAAGGTTAAACGGTTCTGAAAACAGGTTAAGCTCAT 

TCTTCCAAAATAACTTCTTCAACATTTTGAAGGAGGCAGGCAAATCGATTCGTTACACCA 

TAGAGAACATCAATTCCACTAAAGAAGGAAAGAAAAAGACTAACAATTCTCAATCACATG 

TATTTGATGATTTAAAAATGCCCAAAGCAGAAATAGTTCCAAGGCCCTCTAACGGTACAG 

TAAATAAATGGAAGAAAGCTTGGAATACTGAAGTTAACAACGTTTTAGAAGCATTCAGAT 

TTATTTATAGAAGCTATTTGGATTTACCCAGGAACATCTGGGAATTATCTTTGATGAAGG 

TATACAAATTTTGGAATAAATTCATCGGTGTTGCTGATTACGTTAGTGAGGAGACACGAG 

AGCCTATTTCCTATAAGCTAGATATACAATAA 

YML130C, 563 aa (SEQ ID NO 214) 

MRLRTAIATLCLTAFTSATSNNSYIATDQTQNAFNDTHFCKVDRNDHVSPSCNVTFNELN 

AINENIRDDLSALLKSDFFKYFRLDLYKQCSFWDANDGLCLNRACSVDWEDWDTLPEYW . 

QPEILGSFNNDTMKEADDSDDECKFLDQLCQTSKKPVDIEDTINYCDVNDFNGKNAVLID 

LTANPERFTGYGGKQAGQIWSTIYQDNCFTIGETGESLAKDAFYRLVSGFHASIGTHLSK 

EYLNTKTGKWEPNLDLFMARIGNFPDRVTNMYFNYAWAKALWKIQPYLPEFSFCDLVNK 

EIKNKMDNVISQLDTKIFNEDLVFANDLSLTLKDEFRSRFKNVTKIMDCVQCDRCRLWGK 

IQTTGYATALKILFEINDADEFTKQHIVGKLTKYELIALLQTFGRLSESIESVNMFEKMY 

GKRLNGSENRLSSFFQNNFFNILKEAGKSIRYTIENINSTKEGKKKTNNSQSHVFDDLKM 

PKAEIVPRPSNGTWKWKKAV\/NTEVNNVLEAFRFIYRSYLDLPRNIWELSLMKVYKFV^ 

FIGVADYVSEETREPISYKLDIQ 



YMR022W, 998 bp, CDS: 501-998 (SEQ ID NO 215) 
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AACAGTATTGGCTGTTGATTCATTGCGCTGCAGCAGTCACCTTCAATTTGTGCACCATTT 
TCGTATTCTGTACTTTGCGATGTAGAGTCTACTAAAATAGCGTCTCTGATAGCCATGGGT 
GAAGGTCTTCCTCTAGTTCTCACCTTAATTAGCATTCGGTGAGAATGCCTGCATGTTGAA 
GAGCGATGCCCTCTGATGCACGATGCACACGCATATTTGTTCCCATTAAATATTATCATC 
TCTGATAGAGCTTGAAGAACTTACCAGACTGTTTCAAGTTTAAAACAAGGCGCCTCATCG 
CATCTACCTCACGAAGATGCAGCAGCTTATTGTCTCGAGATCCTTCTTATAACTCCTTTT 
CGCCATTACCCGAAAACGAGATTACAGCCTCTAAACCAAGAGCTCGAAAAGCGCCAAAGT 
AAACTCTGGCGTTTAGCGTACGAAGGAGATTATCCTAAAAGGAACTTCCCTAGTAATAGT 
GTAATTTGGAAGGGCATAGCATGTCGAAAACCGCTCAGAAACGTCTCCTCAAGGAGCTTC 
AACAGTTAATTAAAGATTCTCCACCTGGTATAGTGGCTGGTCCCAAATCGGAGAATAACA 
TATTCATTTGGGACTGCCTAATTCAAGGGCCTCCAGATACGCCATACGCTGATGGTGTTT 
TTAATGCTAAGCTAGAGTTTCCTAAAGACTATCCGTTATCTCCACCTAAACTTACTTTCA 
CACCCAGCATACTACATCCAAATATTTATCCAAATGGGGAAGTGTGCATATCCATTCTAC 
ACTCCCCTGGTGATGATCCTAACATGTACGAATTAGCGGAAGAAAGATGGTCGCCAGTGC 
AAAGTGTAGAAAAAATTCTATTAAGTGTTATGAGCATGTTGAGTGAGCCCAATATCGAAA 
GTGGTGCCAACATTGATGCTTGCATCTTGTGGAGAGATAATAGACCTGAATTTGAGAGAC 
AGGTAAAGTTATCCATTTTGAAATCATTAGGATTCTGA 

YMR022W, 165 aa (SEQ ID NO 216) 

MSKTAQKRLLKELQQLIKDSPPGIVAGPKSENNIFIWDCLIQGPPDTPYADGVFNAKLEF 
PKDYPLSPPKLTFTPSILHPNIYPNGEVCISILHSPGDDPNMYELAEERWSPVQSVEKIL 
LSVMSMLSEPNIESGANIDACILWRDNRPEFERQVKLSILRSLGF 

YMR1I8C, 1091 bp, CDS: 501-1091 (SEQ ID NO 217) 

GTCCTTCCGCTTTATATGTTTCGTTATCCTATCACATTATCAAATGACTTTGTGCCACTG 

TGTTTTGACAAAATTACTGTAATATAATCAATAGTATTTACATGTTTGTACCAGAAGTAC 

TTGCATCGCATCCAGTTCTCATGCAATATAGTTGTATACCATGTCGTTGAAAGGAACGAG 

AGTAAACACTTCTACCAGTATTTCTTTACGGTTCGGATCAAAACCATCACTCATTCGGTC 

ATTCTTACCGTACGATAAACCAAATTACAAGGAAAAGTATCCCTAATTAGAGATCACTGC 

ATCCGTAATAGTTTTTTTTCTATTTTGGACTTTTGTAAAAAAGGGATTAGGGATACGTTG 

CTCATAAAAAAATTGACGAAGATTTTAGATAATGGCAAATAAAAATGAAATAGTATCAAT 

ATACCGAAAAATTAATCACACTCAATGCGACTGTGATAGCTGATAAGTGGAGCTCAGAAA 

TATTCAGAAGCGTAAGAATAATGAAAGCAACCATTCAAAGAGTAACATCTGTATTTGGAG 

TTCCCCGAGCATCTGTATTCGTGCCAAGAATCAGCACACCATTTATTTTGCATAATTATA 

TCTCTAATGGCAGAATGGACCTTTTTTCCAAAGAATTCCACAATGGCCGCGTATCCAAAT • 

CTGATCTTTGGTCAAGCAACAAGGAAGAGGAGCTCTTAGTATCTCAAAGGAAAAAAAGAC 

CGATCTCTCCTCATTTAACTGTTTACGAACCTGAAATGAGCTGGTATCTTTCCTCTTTAC 

ATCGTATATCTGGCGTTTTACTGGCTCTTGGATTCTATGCTTTCACAATTACTTTGGGTG 

TGACGACAATAATGGGAATGGATACGACTTTTCAGGATCTAAACAAGTGGTATCACGAAA 

AGATGCCTAAGTGGTCCCAATGGGTGGCCAAAGGCTCTGCAGCATATCTGTTTGCATTCC 

ATTTTGGTAACGGTATAAGGCATCTCATCTGGGATATGGGCTACGAATTGACCAACCGTG 

GGGTTATAAAAACCGGATCAATCGTTTTAGGCGGCACACTCGTCTTAGGAACGTATTTAC 

TGGCTCAGTAA 

YMR118C, 196 aa (SEQ ID NO 218) 

MKATIQRVTSVFGVPRASVFVPRISTPFILHNYISNGRMDLFSKEFHNGRVSKSDLWSSN 
KEEELLVSQRKKRPISPHLTVYEPEMSWYLSSLHRISGVLLALGFYAFTITLGVTTIMGM 
DTTFQDLNKWYHEKMPKWSQWVAKGSAAYLFAFHFGNGIRHLIWDMGYELTNRGVIKTGS 
IVLAGTLVLGTYLLAQ 

YMR143W, 1121 bp, exonl : 501-524, intronl : 525-713, exon2 : 
714-1121 (SEQ ID NO 219) 

CCGCTTAGCGCAAACTATCGTGAACTCGCTGCAACAACTGAGAGGGCAAGGATATACATA 
AAAATAGCCTACAAATTCTGAACTCTGTAAAGGAAGCCTCATAAATAAAGGTAGATAGTA 
AAGTATACAAGAGAAGAATCCCAAGATGTCAGCTGTCCCAAGTGTTCAAGTATGTTTTCA 
GTTCTGCAGAATGATGTTTGATAGTATCGATAATGGAGTGAGATCAAGAGAAAAAAAATG 
AATATGTCAGCCAACCAAGTTCTGAGTAGGCAGTAAATGAGTACGCATAGTGTATTTATC 
CAAAGGAAAGAATTGTTATTTTTACAAGCCGAATTGAGATCCAATTAGGCAATGTTTTGG 
GGAGAGTATTTTGACAAGATTGGTTAAACTACTACGGTCAGTTCCGTAACCAGTACGATT 
GTACACATAAGGAAACAACTGTAAAGATAAACAATAAGGGCTTCCAATGCCATTGTAAGA 
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TATCATATTCCTAAACAAAAATGTACAGCGAATATAAAGCCAGCGTCAGTGTCTTCCTGG 
AAGGTTGCGCAACTAAAGAAGTTGAAATTAAAATGGCAAGCGCTACATTTTCATCCATTT 
TCACTCATCAGATGTCCAAGATTTTCGAAAAATAAATATTCTCATTTTTCTCTCAATGAA 
ATAATTGTTACTAACATTGAATTTCCTCGTAACTAATTGCATTACTTCTTTAGACTTTTG 
GTAAGAAGAAATCAGCTACTGCTGTTGCCCATGTCAAGGCCGGTAAGGGTTTGATCAAGG 
TTAATGGTTCTCCAATCACTTTGGTTGAACCAGAAATCTTAAGATTCAAGGTTTACGAAC 
CATTATTGTTAGTTGGTTTGGACAAATTCTCCAACATCGATATTAGAGTTAGAGTTACTG 
GTGGTGGTCATGTTTCCCAAGTTTACGCCATCAGACAAGCTATTGCTAAAGGTTTAGTTG 
CTTACCATCAAAAATATGTCGATGAACAATCCAAGAACGAATTGAAGAAGGCTTTCACTT 
CTTACGACAGAACCTTGTTGATTGCTGATTCTAGAAGACCAGAACCAAAGAAATTCGGTG 
GTAAGGGTGCTCGTTCCAGATTCCAAAAATCTTACCGTTAA 

YMR143W, 143 aa (SEQ ID NO 220) 

MYSEYKASTFGKKKSATAVAHVKAGKGLIKVNGSPITLVEPEILRFKVYEPLLLVGLDKF 
SNIDIRWVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEQSKNELKKAFTSYDRTLLIAD 
SRRPEPKKFGGKGARSRFQKSYR 

YMR174C, 707 bp, CDS: 501-707 (SEQ ID NO 221) 

GTCCCATCATTCTTTACACCTCGTACTGTATTCATGATCATCTATCCATTTTACATACCG 

CTCCCTTTAAGATACGTTTATTCGTAACTCCCATTTACCAATCACTATGAGCCGTCCACG 

TTTCCAAAAAAACCTAAACATATGATGCAAACCTCCAATGAGACTCAACGTAACATGCAA 

GTAAATACAGAAGGTTAAGAGATAGTTGTCTTAAAGGGGTACGGAAAGCATTTAGGGGAG 

GCTTAAGGGAGGGTGCCGATCCTATGAAGTATTAATACGTAATGCCAAAAGGAATTGTTG 

AACATCTGAAGTGGATAGATTAATCGTACAGTAATCGTACAGTACTATGTCTTACTGATG 

TCGGGAATCTCAGGGGCGACCGCCCCCGGCTAGAATTATCTATATAACGGTAAAAAGAAT ' 

AAAACTCTATTCTAGTTCTCGCCATTTACCTTGACTTTAATGAACCAATAAAAGAAATTT 

CTACAACCAAGACATCCAGAATGAATACAGACCAAGAAAAAGTGAGCGAAATATTTCAGA 

GCTCAAAGGAAAAATTGCAGGGCGATGCAAAGGTAGTGAGTGACGCTTTTAAGAAAATGG • 

CTAGTCAAGACAAGGACGGCAAGACTACCGATGCTGATGAAAGTGAAAAACACAACTATC 

AAGAGCAATACAACAAGCTCAAAGGGGCGGGGCATAAGAAGGAGTAG 

YMR174C, 68 aa (SEQ ID NO 222) 

MNTDQQKVSEIFQSSKEKLQGDAKWSDAFKKMASQDKDGKTTDADESEKHNYQEQYNKL 
KGAGHKKE 

YMR191W, 1877 bp, CDS: 501-1877 (SEQ ID NO 223) 

GGTTCGATACAACACTTGTGCTGGCTGGTATATCAACCATGGGTACGTCAGCATATTGAT 

TCGATGTGGCAGTGTACGAGAGCCATTCTGTATCGTTCGACAAAGTTTGCATGACTTCAT 

GTTGTTTCGTAGCAGTATTCGTTGGTCCAGATGCAGGAATGCTGGTTAT7VAAGTTTGTTG 

TTCCTGGTCCACATTCATCTTTGGATGGCGTTGTTGGTGGCGAATTTGTCTTAGGCCTTT 

TGTTCGCGATGTGCTTTTGGATAGCCTGGAATACGAAATCTTTGTCTTCCTGTAAAGTCG 

CCGTTTCCTTTAACCATTTGTGCTCCCTTCTTAAGTTATGTGACGGCTTCGTCACCATTA 

CCGCCTTGTGTGTACGTGTATGATTTTTTAAATATATACAACAATAATCTGTATTTTTTC 

CTTTCCTCTAGCCAATGACTCCAAGCTGGCTGATAAAAACAAACTAAACGGTAAAGCCAC 

AAATCCGAAATGTATCACCAATGATCACCCAGCCTGCTAAGTGCCCTCTATTGATCCGTA 

TATCAGCTTTTAGATCAGGCTCGAGTTTCTTGTTATATGTGCATTGCAAAAGCATAAACA 

AATCCTGGCAGCCGAAGCCGGGCAATCCACTTCGAAACGCACGGCTGAACTATATAAATA 

TAAAGGACATGTGGAGAGAAGCTTCTCTTCCTTCACATTTCGCATTTCATGATCTAAAGT , 

GGTTCTTTCACAATAGAAGAGCACCAACACGAAATATGGCTGTCGGTGGTAATAACTGGA 

GCATGTGGCTGCGAATGTCACGGGTCCACCTCAGGCAGATCACGAAGTCTCTGGACCGAA 

CGCTGATCAGTTTGAGCCATGGGAATTTTTCCCACCAATATAATCGCAATATTTTTGTCA 

CTTGGTGGAAGAGCCTATTTGAGGCTTCTACAGCTTTTAGGAGGGCAAGTGGTTTAACGG 

TATCTCCTCTCACGAGGAGAGGAATCGCAAGGTTTGACCATTTCAGACCTGTTCCCAATG 

TCAGTAAATTTGCTTCTTTTCCCAGAGTGCCCAAAGGAGCCCCAAGGGGCCTTTTTACCA 

ACTGGAATATGACTACATCAAAGAGATTATTAGGGCAGAGAGCTTATTCGACTTCCAGTA 

TCAAATTTACCCAAGAAGCCGTGAATAACATGACTATATCTTTGAGGTGTTTTTTCAACT 

CACTAGGCGGATTAAATCAGTGCTCCCACTCTAATTCCTGCAAAGCTTATCAGAATGCGT 

CTAATGTTACCTCTAAACAGGATCACGTCCAACCAGTTGCCCTTAAGAAGTTATCTCAAA 

AGGATATCAATTTCATTCGTAATTTAGAACTATTTAAGATAATGAAGACCCAGAATGAAG 

TCGTTGATGAAACAAGCGCATATTACATGGAAAAACCAGGTTCCTATATTGAATTTACCA 
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TTTCAGAATTTAACGTTAATGGGACATTCTCCGCACCTTTGTCATTTTTAGATCCTTCTT 
TGTTAGCGGATTTGGATGAAATGATTAGAAATTACAAATACGAATTAAAATCAATATACA 
GTAGTGTTGACATGATCTTGCAGAATTATGGATCATTGCCGATAACTTTTCATCGAAATA 
AGATTCGAATACATTTTCCAAACTCAACTGTGGTGGAAACAGAAAAACTAATTGCAGGTC 
TGAATATTGCTACGGGTGTTATTTACGCAGATACGTCTCCCGATATCAGTCTAGAAGGTA 
CAAATTTGAATGCTCTGGTTAATGTTGACAATTCAGGAAGCGTATGGTCTTTTGTTAAGG 
AGCCCTCGTTTCCCTCTAGGAGCGCTTTTTCACCTATTTTATCAGATGCATCCTATGATA 
CTTATGAATTGGTCTAG 

YMR191W, 458 aa (SEQ ID NO 224) 

MITQPAKCPLLIRISAFRSGSSFLLYVHCKSINKSWQPKPGNPLRNARLNYINIKDMWRE 
ASLPSHFAFHDLKWFFHNRRAPTRNMAVGGNNWSMWLRMSRVHLRQITKSLDRTLISLSH 
GNFSHQYNRNIFVTWWKSLFEASTAFRRASGLTVSPLTRRGIARFDHFRPVPNVSKFASF 
PRVPKGAPRGLFTNWlSnyrTTSKRLLGQRAYSTSSIKFTQEAVlNnxrMTISLRCFFNSLGGLNQ 
CSHSNSCKAYQNASNVTSKQDHVQPVALKKLSQKDINFIRJSfLELFKIMKTQNEWDETSA 
YYMEKPGSYIEFTISEFNVNGTFSAPLSFLDPSLLADLDEMIRNYKYELKSIYSSVDMIL 
QNYGSLPITFHRNKIRIHFPNSTWETEKLIAGLNIATGVIYADTSPDISLEGTNLNALV 
NVDNSGSVWSFVKEPSFPSRSAFSPILSDASYDTYELV 

YMR230W, 1228 bp, exonl : 501-552, intronl : 553-962, exon2 : 
963-1228 (SEQ ID NO 225) 

ATCAAATATTGATGGAGTTGATAT-AAAGCTAAAGAGTAGGAAATATACCATCAATGGTGA 
GCACTTATTTTTTTTTGGATTTAGATGTGAGACATACTAAAAAAAAGTTGCTATCAAGCC 
TATAATTTGGCTACGTTGTCTTCCGGTGTTTTTCAATTGATTTAAGTTACAACACTCAAA 
TCTGGGTAATTTGATCTTTTTTAATAATTATTTTAGTGACATATAGTTCTTAGAGTTCGC 
AGATTTATTTTGTCATTTTTTGGATCGGCGTCTTATAAAATCAAGACATAATACATCCGC 
ACATCGCGCATGTGTGGGTGTATATGCCCTTTTCACGATTTTTAAGTTGCGTCTCAAAAT 
AGTTTCCGAGTTGGAAGCCTGAGTTTTTCAAAACAATATAGGAATTAAAGGTATACGTCT 
TTGGATACATGTTATTTGAAATGGGGTAGAACTAGCACAACTGAAACCAAGAAAACACAG 
ATCATAACTAACCGTTCAAGATGTTGATGCCAAAGCAAGAAAGAAACAAAATTCACCAAT 
ACTTGTTTCAAGGTATGTTTGCATTTTTTAGGTGAAATATGCAGTGATATGCTCCGAAAT 
GGATAGCAAAGATGATAAATGAAAATACAATTAAATTGAACTTGAATATCATTAAAAGTG 
GTAGAAAACCGATTGTTTCAAAAAGATCTTTGTGGACAAGTACGGCAGTGCATGAATCCG 
AAAGAAAAGTGCAACCTAAGCAGAATTCCATTATTTCACGCGTCCATTTTTATAATGTTT 
GAACTTTTGAGTCCTTATAGAAATGCTAATATTATGATCAAAGCGATTATATCATTTACT 
TTACAGTTTCCGGAGTTTCCGTATTATTGCAAAAGGACCACAAACAATTGAAATCATGAT 
ATCGTAAGAAATATTATTACTAACAAGGAAGATCATTGAATTACGATCGCATATCGAAAT 
AGAAGGTGTTGTCGTCGCTAAGAAGGATTTCAACCAAGCTAAGCACGAAGAAATTGATAC 
CAAGAACTTGTATGTTATCAAGGCTTTGCAATCCTTGACTTCTAAGGGTTACGTTAAGAC 
TCAATTCTCATGGCAATACTACTATTACACTTTGACTGAAGAAGGTGTTGAATACTTGAG 
AGAATACTTGAACTTGCCTGAACACATTGTCCCAGGTACCTACATTCAAGAAAGAAACCC 
ATCCCAAAGACCTCAAAGAAGATACTAA 

YMR230W, 105 aa (SEQ ID NO 226) 

MLMPKQERNKIHQYLFQEGWVAKKDFNQAKHEEIDTKNLYVIKALQSLTSKGYVKTQFS 
WQYYYYTLTEEGVEYLREYLNLPEHIVPGTYIQERNPSQRPQRRY 

YNL054W, 3998 bp, CDS: 501-3998 (SEQ ID NO 227) 

CCCTTCGCTAAATCATTAAGAGGTCATTCATGAAGTTAATTCAGCACCAAAGTTGGACTG 
TTAGACACGAGATACACATTGCAGTCCAAATGTGCAGATTTTTCAGATAATTGTCGTCGC 
ACAAGACTGCCCCTCCCGTCCTCAGACAGACACAAAATTAGATTTTACGTTTACATAAAG 
ATGTACATAACTTGAAAAAACGTTAATCCCTCTTAAATTTAGACCTTGTAAGTCTTCCTG 
GCCACTCTTTGTGATATATTGTAGTGCAATATATTGATTCGTTCTTCTTATTTCTTTGTT 
CTTAGGCATTTCCGCTTTAGAAAATTCGTTGGGTGGTTTCTGCGACGGGTATCCCCTTCG 
ATTTTGCATAATGATCTTCAATTCTACAACTAAAATCAAGTAGATACAGGAAAATATTCC 
ATAAATTATAGTGTAAATCGCCCTGTATACACCTTATCGTTTCATCTCAGGCAAGTTAAA 
GCATTTGGGAAACGTGCTAGATGACAGAAGAAGATAGAAAGCTCACTGTAGAGACAGAAA 
CAGTTGAGGCACCCGTGGCAAATAATCTTTTATTGTCGAATAACAGTAATGTAGTAGCAC 
CTAATCCTTCTATTCCCTCTGCCTCCACATCTACCTCTCCGCTACACAGGGAAATAGTTG 
ATGATTCTGTCGCTACTGCTAACACCACCAGCAACGTTGTACAGCATAATTTGCCCACCA 
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TAGATAACAATTTAATGGATTCCGATGCCACGTCACATAATCAAGATCATTGGCATTCAG 
ACATAAACAGGGCAGGAACATCAATGTCAACGAGTGATATCCCAACAGATTTACATTTAG 
AACATATCGGCTCTGTTTCATCAACTAATAATAATAGTAACAATGCCCTAATCAACCACA 
ACCCTCTGTCATCTCATCTTTCCAATCCGTCATCTTCATTACGAAACAAGAAGAGCTCTT 
TGTTGGTAGCTTCTAACCCTGCGTTTGCTTCAGATGTTGAACTCTCGAAGAAGAAACCTG 
CCGTCATCTCCAATAATATGCCTACAAGTAACATTGCCCTTTATCAAACAGCGAGATCGG 
CGAATATTCATGGTCCATCATCAACTTCCGCATCTAAAGCGTTCAGAAAGGCTTCGGCCT 
TCTCCAATAACACGGCACCCAGCACTAGTAATAACATCGGCTCGAATACACCTCCAGCTC 
CTCTTTTACCTCTACCTTCACTATCACAACAAAATAAGCCAAAAATAATAGAGAGGCCCA 
CAATGCACGTCACTAATTCAAGAGAAATACTTTTAGGTGAAAACCTGTTAGATGATACAA 
AGGCGAAGAATGCTCCCGCGAATTCAACCACACACGATAATGGTCCAGTAGCAAATGATG 
GGCTGCGTATACCGAATCACTCGAACGCAGATGATAATGAAAATAACAACAAAATGAAGA 
AGAATAAAAACATTAATAGTGGGAAAAATGAACGTAATGATGACACCAGCAAAATATGCA 
CTACATCTACTAAAACAGCGCCTTCAACCGCACCTTTGGGCAGTACAGACAATACTCAGG 
CTCTCACTGCTAGTGTCTCCAGCAGTAATGCTGACAATCACAATAATAACAAGAAGAAAA 
CCAGCAGCAACAACAACGGCAATAACAGTAATAGTGCATCCAATAAAACCAATGCCGATA 
TCAAGAATTCTAACGCCGACTTGAGCGCTTCTACCTCTAACAATAATGCAATAAATGACG 
ACTCACATGAGAGTAATTCAGAAAAACCAACAAAGGCGGATTTTTTCGCTGCAAGGCTGG 
CTACAGCTGTAGGTGAAAATGAAATTAGTGATTCTGAGGAAACATTTGTTTATGAATCGG 
CAGCTAATTCGACTAAAAACCT7VATATTTCCTGACTCCTCCAGCCAGCAGCAGCAGCAGC 
AACAGCAACCTCCAAAACAACAGCAACAGCAACAAAATCATGGAATAACCTCAAAGATAA 
GCGCGCCATTGCTAAACAATAACAAAAAATTATTAAGCCGACTGAAAAATTCAAGACATA 
TTAGCACTGGTGCCATATTGAATAACACAATCGCGACTATAAGCACAAATCCGAACTTGA 
ATTCTAATGTGATGCAGAACAATAACAATCTGATGTCGGGACACAATCACCTGGACGAGT 
TGAGCAGTATAAAACAGGAGCCACCGCATCAATTGCAGCAGCAGCAACCACCAATGGATG 
TACAATCGGTAGATTCGTATACCTCTGACAACCCAGACAGCAATGTTATTGCCAAGTCGC 
CTGATAAGAGGTCAAGCTTAGTATCCCTATCTAAAGTTTCTCCACATTTACTTTCATCCA 
CATCAAGCAACGGTAACACAATATCGTGTCCCAATGTTGCCACAAATTCGCAGGAATTGG 
AACCAAACAATGATATTTCAACGAAGAAATCTCTTTCCAATTCTACTTTGAGACATTCCT 
CTGCTAATAGAAATTCTAATTATGGTGACAACAAAAGGCCTCTTAGAACAACAGTGTCAA 
AGATATTTGATTCAAACCCTAATGGAGCTCCTTTACGGAGATACTCTGGGGTACCGGATC 
ACGTTAATCTAGAAGATTACATCGAACAGCCGCATAATTATCCAACAATGCAAAATAGTG 
TGAAAAAGGATGAATTTTATAACAGCAGGAACAATAAGTTTCCCCATGGTTTAAACTTTT 
ATGGTGATAACAATGTTATTGAAGAGGAAAATAATGGTGACTCGTCTAATGTAAATCGAC 
CGCAACACACTAACCTTCAGCATGAGTTTATTCCAGAAGATT^CGAAAGTGATGAAAACG 
ATATTCACTCCATGTTTTATTAT7VATCATAAGAACGATTTAGAAACAAAACCGCTAATAT 
CCGATTATGGTGAAGATGAAGACGTAGATGATTATGATCGCCCAAATGCTACTTTCAACA 
GTTACTATGGCTCAGCATCCAACACGCACGAACTTCCATTACATGGAAGGATGCCTTCAA 
GATCAAATAATGATTACTACGATTTTATGGTTGGCAACAATACTGGCAATAACAACCAAT 
TGAATGAATATACCCCCTTAAGAATGAAACGTGGTCAAAGACACCTATCAAGAACAAACA 
ATAGCATAATGAATGGTAGCATCCATATGAATGGTAACGATGACGTTACCCATTCCAATA 
TCAATAATAACGATATTGTTGGTTACTCACCGCACAACTTTTACTCAAGGAAGTCCCCAT 
TTGTGAAAGTAAAGAATTTTCTTTATCTTGCATTTGTTATATCATCACTATTGATGACAG 
GATTCATTCTGGGATTTTTATTGGCCACTAATAAAGAACTACAAGATGTAGACGTGGTAG 
TGATGGATAATGTGATTTCAAGTTCGGACGAGTTGATCTTCGACATCACAGTAAGTGCTT 
TTAATCCAGGATTCTTCAGTATAAGCGTTTCCCAAGTCGATTTGGACATTTTTGCAAAAA 
GTTCTTACCTGAAGTGCGATTCTAATGGTGACTGTACAGTAATGGAACAGGAACGGAAAA 
TTTTACAAATAACGACAAATCTTTCGTTAGTTGAAGAGAGTGCTAATAATGATATTAGTG 
GTGGGAACATAGAGACGGTATTACTAGGAACCGCTAAAAAACTAGAGACACCATTAAAGT 
TCCAGGGCGGCGCATTTAATAGGAACTACGATGTGTCAGTCTCGAGTGTCAAGCTTTTAA 
GTCCTGGGTCTCGTGAAGCCAAGCACGAAAACGACGATGATGACGATGATGATGGCGACG 
ATGGTGACGATGAAAACAATACTAATGAAAGACAATACAAAAGCAAACCAAATGCTAGAG 
ATGACAAAGAAGATGATACTAAAAAATGGAAGCTACTAATCAAGCATGATTACGAATTGA 
TAGTCCGTGGAAGCATGAAGTATGAGGTGCCCTTTTTCAATACGCAAAAATCTACGGCTA 
TTCAAAAGGATTCCATGGTCCATCCTGGTAAGAAGTGA 

YNL054W, 1165 aa (SEQ ID NO 228) 

MTEEDRKLTVETEWEAPVANNLLLSNNSNWAPNPSIPSASTSTSP 

NTTSNWQHNLPTIDNNLMDSDATSHNQDHWHSDINRAGTSMSTSDIPTDLHLEHIGSVS 

STlSnsnsrSNNALINHNPLSSHLSNPSSSLRNKKSSLLVASNPAFASDVELSKKKPAVISlSnsrM 
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PTSNIALYQTARSAJSriHGPSSTSASKAFRKASAFSNNTAPSTSNNIGSNTPPAPLLPLPS 
LSQQNKPKIIERPTMHVTNSREILLGENLLDDTKAKNAPANSTTHDNGPVANDGLRIPNH 
SNADDNEKfNNKMKKNKNINSGKNERNDDTSKICTTSTKTAPSTAPLGSTDNTQALTASVS 
S SNADNHNNNKKKTS SNNNGNNSNS ASNKTNADI ^ 

EKPTKADFFAARLATAVGENEISDSEETFVYESAANSTKNLIFPDSSSQQQQQQQQPPKQ 

QQQQQNHGITSKISAPLLNNNKKLLSRLKNSRHISTGAILNNTIATISTNPNLNSl^^ 

NmLMSGHNHLDELSSIKQEPPHQLQQQQPPMDVQSVDSYTSDNPDSNVIAKSPDKRSSL 

VSLSKVSPHLLSSTSSNGNTISCPNVATNSQELEPNNDISTKKSLSNSTLRHSSANRNSN 

YGDNKRPLRTTVSKIFDSNPNGAPLRRYSGVPDHVNLEDYIEQPHNYPTMQNSVKKDEFY 

NSRJSrNKFPHGLNFYGDNWIEEE]SnNIGDSS]Sr\MRPQHTNLQH 

YNHKNDLETKPLISDYGEDEDVDDYDRPNATFNSYYGSASNTHELPLHGRMPSRSNNDYY 
DFlWGNNTGNl^QLNEYTPLRMKRGQRHLSRTlSnSISim 

GYSPHNFYSRKSPFVKVKNFLYLAFVISSLLMTGFILGFLLATNKELQDVT3VVVMD3WIS 
SSDELIFDITVSAFNPGFFSISVSQVDLDIFAKSSYLKCDSNGDCTVMEQERKILQITTN 
LSLVEESANNPISGGNIETVLLGTAKKLETPLKFQGGAFNRNYDVSVSSVKLLSPGSREA 
KHENDDDDDDDGDDGDDENNTNERQYKSKPNARDDKEDDTKKWKLLIKHDYELIVRGSMK 
YEVPFFNTQKSTAIQKDSMVHPGKK 

YISrL067W, 1076 bp, CDS: 501-1076 ( SEQ ID NO 229) 

GACGACTATTGATGCCAGGCAAATTTTGGATTTACTGCTCCTCTTTTAAGAAGACAAGTG 
TGTGATATCGTAGCGGTAGGAACCAATTTTGCAATCGATTTACTTACAGCCAAGAAAATC 
■ = - TATTTTCATGTTTAGCATTGCCATTTCTTCTGTGTCACACGTTGTGCTTGCCAGGAACTA 
TAGGAGAGACGTATACAAGCATCAATGTTACGAATGTACGATCCCGTTTGCATCTGATGT 
GTAAACTCATGTGGTGCACTGGTGTTGTTTCCAAGACTGCACTATTAACTGGGAATTTTT 
TTTTTTCTTCTAGTGAATTTTTTTTTAAAGCGACGCACAGGAAAAGTGAAAATTATTTAA 
ACGGACGGCAAACATGAAAAAAAAAATTACCAACCATATTTCTATTTCCTTTCCCTTTAC 
CTATTCTCTTTTTGAAATAGTTCATTTTCTCTCTCTGAAACGACAATAAACCAAACTCTA 
GCCTCCAATAGTCACTAAAGATGAAGTACATTCAAACCGAACAACAAATTGAAATCCCAG 
AAGGTGTTACTGTCAGCATTAAGTCCAGAATCGTCAAGGTTGTCGGTCCAAGAGGTACTT 
TGACCAAGAACTTGAAGCATATTGATGTTACCTTCACCAAGGTCAACAACCAATTGATCA 
AGGTTGCTGTTCACAACGGTGACAGAAAGCACGTTGCCGCTTTGAGAACCGTTAAATCTT 
TGGTTGACAACATGATCACTGGTGTCACCAAGGGTTACAAGTACAAGATGAGATACGTCT 
ACGCGCATTTCCCAATCAACGTCAACATTGTTGAAAAGGATGGTGCTAAATTCATTGAAG 
TCAGAAACTTTTTGGGTGACAAGAAGATCAGAAACGTCCCAGTTAGAGATGGTGTTACTA 
TCGAATTCTCTACTAACGTAAAGGACGAAATCGTCTTATCTGGTAACTCTGTTGAAGACG 
TTTCCCAAAATGCCGCTGACTTGCAACAAATCTGTCGTGTTAGAAACAAGGATATCCGTA 
AGTTTTTGGATGGTATCTACGTTTCCCACAAGGGTTTCATTGTCGAAGACATGTAA 

YNL067W, 191 aa (SEQ ID NO 230) 

MKYI QTEQQI EI PEGVTVS I KSRI VKWGPRGTLTKNLKH IDVTFTKVNNQIil KVAVHNG 
DRKHVAALRTVKS LVDNMI TGVTKGYK YKMRYVYAHF P INVNI VEKDG AKF I EVRNFLGD 
KKIRNVPVRDGVTIEFSTNVKDEIVIiSGNSVEDVSQNAADLQQICRVRNKDIRKFLDGIY 
VSHKGFIVEDM 

YNL075W, 1373 bp, CDS: 501-1373 (SEQ ID NO 231) 

TCGATGGATATCCCATCCAAGAACAGGAATACTGGGTTTTTGAAGACCAGAATGGAGATC 
TCTGAGGAAGAAAAGATGGTACGTACAATATCACGGCTTGACAATACGAGTATTGCAAAC 
AGTAATGGAAATGGTAATGATGACACCTCTAATCAGAGAACGGAAGCACTGGGGCGTAAG 
ACGAGTAATGGAGGGCGAATATGATTACTAAGTTAAATAAATCAGATACAGTATTTAAAG 
TTCTTTCAAAAAAAGATAATGTCATATATTTTACTATCTACGCAGTGAAAGAGTTCCTTC 
TAATGACACACTATTCACTTCGGGTAACGGATATTGTGTACTGAAAAATATAAAAAATTT 
TATCCCGGAAATGCGATGAGATGAAAATGCATGAAGTAGCGTATATATTGATTGCATGAG 
GTTGGACTTGAAAGGGCATATATACTCGGTTTTATCATTGATTCAAGTGTTCCCATAAAT 
AATAAAACAGTTAAATCGAAATGCTAAGAAGACAAGCCCGTGAAAGGAGAGAATATCTAT 
ACAGAAAAGCGCAAGAATTACAAGATTCTCAACTGCAACAAAAACGTCAAATAATTAAAC 
AAGCGCTAGCTCAGGGGAAGCCATTGCCAAAGGAACTAGCAGAAGATGAGAGTTTACAAA 
AGGATTTCAGATATGACCAAAGTTTAAAGGAGAGCGAAGAAGCAGATGATCTACAGGTTG 
ATGATGAATATGCTGCCACAAGTGGTATAATGGATCCAAGAATCATCGTCACAACATCTC 
GTGACCCAAGCACTCGTCTCTCGCAATTTGCCAAAGAAATTAAACTGCTATTTCCAAATG 
CTGTCAGGCTGAACAGAGGTAATTATGTGATGCCAAATCTAGTGGATGCTTGTAAAAAAT 
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CCGGTACTACAGATTTGGTGGTATTACATGAACATAGAGGTGTTCCAACTTCTTTGACCA 
TATCACATTTTCCACATGGACCCACTGCACAGTTTAGTTTACACAATGTTGTTATGAGAC 
ATGATATTATAAATGCTGGTAACCAAAGCGAAGTGAATCCACATCTAATATTTGATAACT 
TTACTACCGCTTTAGGGAAAAGAGTAGTCTGTATTTTAAAGCACTTGTTCAATGCGGGGC 
CCAAAAAAGATTCCGAAAGAGTAATCACTTTTGCGAATAGGGGTGATTTCATTAGCGTTA 
GACAGCATGTATATGTGAGAACAAGAGAGGGAGTAGAGATTGCCGAAGTTGGTCCTAGAT 
TTGAGATGAGGTTGTTTGAACTGAGGTTGGGAACTTTAGAAAATAAGGACGCTGATGTTG 
AGTGGCAGTTGAGAAGATTCATAAGGACTGCCAATAAAAAAGACTATTTGTGA 

YNL075W, 290 aa (SEQ ID NO 232) 

MLRRQARERREYLYRKAQELQDSQLQQKRQIIKQALAQGKPLPKELAEDESLQKDFRYDQ 
SLKESEEADDLQVDDEYAATSGIMDPRIIVTTSRDPSTRLSQFAKEIKLLFPNAVRLNRG 
NYVMPNLVDACKKSGTTDLWLHEHRGVPTSLTISHFPHGPTAQFSLHNWMRHDIINAG 
NQSEVNPHLIFDNFTTALGKRWCILKHLFNAGPKKDSERVITFANRGDFISVRQHVYVR 
TREGVEIAEVGPRFEMRLFELRLGTLENKDADVEWQLRRFIRTANKKDYL 

YNL096C, 1418 bp, exonl : 501-644, intronl : 645-989, exon2 : 

990-1418 (SEQ ID NO 233) 

AAACACCTACTTATAGACACGACCAAACTTTCCACAACCTTTCATCAGAGAGAAATGTTG 
ATCAAGTTGAATGCGTGAAAGTAGCAATTCGAAACAAGAACTACCTGTCATTCTGCATAG 
TAGTAGTTACGAAAGGCACAGAAAATAACAAAAAAAAAAAAAAAGTCAATTTTCTACGGT 
CTCCATCCGTACCTCTTTAAATCCGTACATTATTGTTTTGCTTAATTTCAATATTTCGGA 
AAAAGCGAGCGCCCTGGTAAAATGTGGTTCAAGCCTGCGAGCCTTTGCTTGGTAACTCAC 
CAAATGCAATTCAGTCACGTTCCACACAGTTTGGGTTTCCAGCCTGGCTTTAGGGAAGAA 
TGGGCTCACTAGGCGTTCATAATACGCGGAGGGGGAAATACCAAATGCTATTGATTATGG 
TTAAAATATGTGTTATTTGACTTTGTATATACAAACAGAAGAGAAACCAACACACTAAAG 
ACTAGACACATAACTGACCAATGTCCTCTGTCCAATCCAAGATCTTATCCCAAGCTCCAA 
GTGAGTTGGAATTACAAGTCGCCAAGACCTTCATCGATCTAGAAAGCTCCTCTCCAGAAC 
TAAAGGCTGACTTGAGACCATTGCAAATCAAATCTATCAGAGAAGTATGTTAAAAGTTAT 
ATAATTTGGAAGCAGCAACATTGTGATTTCTTCTAAAGGGGTTCTTTGCAGTAATTTTTT 
CAAAAAAGAGTGATTTTGAGCAGTATCTGTATGAAATTTTCATGTGTTCGAGAAAAATAG 
TAATTCCGAGAGCTGTCAATACCATGAACGTTGCGATGAGCCTTTGAACTATAAAGGCCT 
CCTTGGTCAGTACCAATATCGATGAATAAAATAGAAGCACGCGAAAAAGACCTTACCCCA 
AGGAGAAGAATCACAAACCCTTTTTTGTTATGAATGAACCAATTCAGTTACTAACTTTAT 
TTCAACGCTGCTTGATTCTTATTGTTTAGATTGATGTCACCGGTGGTAAGAAAGCACTAG 
TCCTTTTTGTCCCAGTTCCAGCTTTGTCTGCATACCATAAGGTCCAAACCAAATTGACCC 
GTGAATTGGAAAAGAAATTCCCTGACCGTCATGTTATTTTCTTGGCTGAAAGAAGAATCT 
TGCCAAAACCATCTAGAACATCTAGACAAGTCCAAAAGAGACCAAGATCCAGAACTTTGA 
CTGCTGTTCACGACAAGGTTTTGGAAGACATGGTTTTCCCAACTGAAATTGTCGGTAAAA 
GAGTTAGATATTTGGTTGGTGGTAACAAGATCCAAAAGGTTTTGTTAGACTCCAAGGATG 
TTCAACAAATCGACTACAAGTTGGAATCTTTCCAAGCTGTCTACAACAAGTTGACTGGCA 
AACAAATTGTTTTTGAAATTCCAAGCCAGACCAACTAA 

YNL096C, 190 aa (SEQ ID NO 234) 

MSSVQSKILSQAPSELELQVAKTFIDLESSSPELKADLRPLQIKSIREIDVTGGKKALVL 
FVPVPALSAYHKVQTKLTRELEKKFPDRHVIFLAERRILPKPSRTSRQVQKRPRSRTLTA 
VHDKVLEDMVFPTEIVGKRVRYLVGGNKIQKVLLDSKDVQQIDYKLESFQAVYNKLTGKQ 
IVFEIPSQTN 

YNL162W, 1333 bp, exonl: 501-504, intronl: 505-986, exon2 : 
987-1333 (SEQ ID NO 235) 

TTCATCACCAATATAGACTAATGCGTTTTGGAACGCCAAACCGCAGTGACAAATAGCAAA 
TATGTAGCTGTCATATCGGCATATAATAACAGTTTTCTACCAAATGCTGTCCTACATTCA 
GAGATCTTACATCCTTACATCTAAAGTAAAACCTAGACATTTACTTCGAGTTATACTTTT 
TTTTTATTTATCTATTTTTTCTCTTGCGGACATTTAACACCTGAATTCCGCCTAACGCCA 
GGACTGATCCTGCCAGGGAAGGGAGCTTTGTCTAGTGCCAATAGGCCGGACCAGTAGGAA 
GGTTACAGCAGCTGGCCCGCAGAGTGATTGGGTCACAGGAAATAGCGCAACCTTCTCTTT 
TGCCCGGGAAAGGCGGTTCAATCTACCTTCGAAGGGCTAGTACATGAGCGCGAAGGAGGC 
AGATAATAGCACCATTAAGTGGTCCAAATGCATCTTGAAATCTAATCCTTAATAGAGGAA 
AACAACAATTATCAGTAAAAATGGGTATGTTATAACCATAATTCCTAATGGTGAATAAAA 
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TCAGGACCAATAAAGAAAAGCTAATTTGATTTTTATTGTCAATGAAATTTCATAATCGTC 
ATGAATGCATAAACAGACACACCTAGCAACTGTATAATCTGCGCCTAAAAAGGGCGTATA 
CACAAAACTAAACGATGCGCAATAAAAGTTCAGCAGTCAGCAATGAAACCGAGATATGCA 
GCAACAGAGTATCATATGCATGGAGGATCCTTTCTGTTTTTCTGATAATATGCTCTGAAA 
AAGCTCCAAACAGCACAGTAGCCTATTTGTGAAGCTCAAAAAAGGCTTCTATTTCCCTCG 
CTATCTTCAGATTGTGCAGTGATATTCTTTGAGGAAGGAAACGTAGAGGGGATAAGTTGG 
ATAACTGTTATTTCTTTTCAATATGCTAGATTTTGCTTACCACCTTACTGATTTTTTCTA 
ATAATAAACTTTTTTACTAACATTAGTACGATGTCTCATCTATTTCTTCTATTTAGTTAA 
CGTTCCAAAGACCAGAAAGACCTACTGTAAGGGTAAGACCTGTCGTAAGCACACTCAACA 
CAAGGTTACTCAATACAAAGCTGGTAAGGCTTCCTTGTTTGCCCAAGGTAAGAGACGTTA 
TGACCGTAAACAATCTGGTTTCGGTGGTCAAACCAAGCCTGTTTTCCACAAGAAAGCTAA 
GACTACCAAGAAGGTTGTTTTGAGATTGGAATGTGTCAAATGTAAGACCAGAGCCCAATT 
GACCTTGAAGAGATGCAAGCACTTCGAATTGGGTGGTGAAAAGAAGCAAAAGGGTCAAGC 
TTTGCAATTCTGA 

YNL162W, 116 aa (SEQ ID NO 236) 

MVRCLIYFFYLVNVPKTRKTYCKGKTCRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGF 
GGQTKPVFHKKAKTTKKWLRLECVKCKTRAQLTLKRCKHFELGGEKKQKGQALQF 

YNL178W, 1223 bp, CDS: 501-1223 (SEQ ID NO 237) 

GGTCCACGTCAGTTCCACACAATAACATTTACGTAGTGTTCACGCGAAGCAGTTACATCT 
CAACTAAGATAATTGCTGGTGAGCCTACAACACTGCATGCGTAAACGTCAACGGGATTAC 
GTTAGTATTTTTGGCCGCCGGTAAATTCTCTTGTTTTTTTTTCTTGATTTCACTTCTTTT 
CATGTTCCTTTGGAATAATCTAATTCCTCATGATTAAATGAGACTGTTTTTTGTTTCCGT 
AACATCCATACCTTTCCTGTATAATATTCTTGCTGTAAAGTTTGTTTTTTTTATGAAAAA 
AACATTTTCTTTTCTTGAGATGAGGCGCCGCGAGCCTTTCTCCCATGGGCAGTGGTAAAT 
TTTCCAAATCAATGCAGCTCTTTGAAATACAACAGCATTTTTCATACATTTTAAGCAATT 
TCTAGTTTGTAGATATTGTTAGATTAGTTTTTGAACATTGTTTTGATAACTGAAAATAAA 
ACAGCAAACAAACTACAAAAATGGTCGCTTTAATCTCTAAGAAAAGAAAGCTAGTCGCTG 
ACGGTGTCTTCTACGCTGAATTGAACGAATTCTTCACCAGAGAATTAGCTGAAGAAGGTT 
ACTCCGGTGTTGAAGTCCGTGTCACTCCAACCAAGACCGAAGTTATCATCAGAGCTACCA 
GAACTCAAGATGTTTTGGGTGAAAAGGGTAGAAGAATCAACGAATTAACTTTGTTGGTTC 
AAAAGAGATTCAAGTACGCTCCAGGTACTATTGTCTTATATGCTGAAAGAGTTCAAGACC 
GTGGTTTGTCCGCTGTCGCTCAAGCTGAATCTATGAAATTCAAATTGTTGAACGGTTTGG 
CTATCAGAAGAGCTGCTTACGGTGTCGTCAGATACGTTATGGAATCTGGTGCTAAGGGTT 
GTGAAGTTGTTGTTTCCGGTAAACTAAGAGCTGCCAGAGCTAAGGCTATGAAATTTGCTG 
ACGGTTTCTTGATTCACTCTGGTCAACCAGTCAACGACTTCATTGACACTGCTACTAGAC 
ACGTCTTGATGAGACAAGGTGTTTTGGGTATCAAGGTTAAGATTATGAGAGACCCAGCTA 
AGAGCAGAACTGGTCCAAAGGCTTTGCCAGATGCTGTCACCATCATTGAACCAAAAGAAG 
AAGAACCAATTCTTGCTCCATCTGTCAAGGACTACAGACCAGCTGAAGAAACTGAAGCTC 
AAGCTGAACCAGTTGAAGCTTAG 

YNL178W, 240 aa (SEQ ID NO 238) 

MVALISKKRKLVADGVFYAELNEFFTRELAEEGYSGVEVRVTPTKTEVIIRATRTQDVLG 
ENGRRINELTLLVQKRFKYAPGTIVLYAERVQDRGLSAVAQAESMKFKLLNGLAIRRAAY 
GVWYWESGAKGCEVWSGKLRAARAKAMKFADGFLIHSGQPVNDFIDTATRHVLMRQG 
VLGIKVKIMRDPAKSRTGPKALPDAVTIIEPKEEEPILAPSVKDYRPAEETEAQAEPVEA 

YNL182C, 2168 bp, CDS: 501-2168 (SEQ ID NO 239) 

CTTTGATAAATTAATACGGTAAGATACCGTGTGAACTATTATAATAACTGCCACGCTTAT 
AGCATGTACGCTATACATTTACGTGCTGAGCTCCTAGGAAAGCTCATGAGCAGCCACTGT 
ATCGTGGAGCATAACTACAACAAAGAATACACAGCGTCACATAGAGGGTTTTTGAGAGGA 
GAAGTTGAAATAGGACTTGATCTTGGGGGAGAGGGGATTTGAAAGCACCCATTCAGGAGT 
ATGTGTCTGTAATTGAAGTGTTAGCGCGCGATTCACCTGTAATAAGAGTGATGATTTGAT 
AGCGCCATTCTACATCATATGGCAAATGTTGAAAAACTGTACGCGCGAACTAAAATTTTT 
TTTTACATCCCACTAAATGAAAATTTTAAATCGATGCCCATTCCAAATATGCTTATTCGA 
AGGACGGCTCTGACAAGGGCATATGCGTTAAGATTGATTGTTCAATATTCATAAAACAGG 
ATCTTTCAAGGGACGATAAAATGGATGAGCAAGTTATTTTTACAACAAATACCTCAGGAA 
CAATAGCTTCTGTACACTCATTTGAACAGATAAATTTGAGGCAATGCTCCACTCAATCAA 
GAAATAGCTGTGTTCAAGTAGGAAATAAATACCTTTTTATTGCTCAAGCACAAAAAGCAT 
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TAATCAATGTCTACAATCTGTCAGGTTCTTTCAAAAGAGAATCTGTTGAACAGCGCTTAC 

CATTACCTGAAATCCTAAAATGTCTGGAAGTAGTTGAAAATGATGGTGTGCAGTATGATA 

GAATTCAAGGTGTCAATCATAATTTACCAGACTTCAATCTTCCGTACCTTTTACTTGGCT 

CCACCGAATCGGGTAAATTGTACATATGGGAGTTAAATTCAGGGATTTTATTGAACGTGA 

AGCCTATGGCTCATTACCAAAGTATCACCAAGATTAAGTCCATTTTAAACGGCAAGTATA 

TTATTACTTCTGGTAACGATTCGAGAGTTATTATATGGCAAACTGTTGACTTGGTATCAG 

CGTCCAATGATGATCCTAAGCCTTTATGTATCCTTCACGATCATACTCTACCCGTGACAG 

ATTTCCAAGTTTCTTCTAGTCAAGGAAAATTTTTATCATGTACTGATACGAAACTCTTCA 

CAGTATCTCAAGATGCTACCATTAGATGCTATGATTTGAGTTTAATAGGCAGCAAAAAGA 

AGCAGAAGGCAAACGAAAATGACGTTAGTATTGGTAAGACCCCAGTATTGCTTGCGACAT 

TTACAACTCCTTATTCTATCAAATCCATTGTACTGGATCCTGCTGACAGAGCATGCTATA 

TTGGTACTGCGGAAGGTTGTTTTTCATTGAATTTATTTTATAAACTAAAGGGTAATGCTA 

TCGTTAATCTGCTACAGTCCGCCGGAGTAAACACAGTTCAAAAAGGTAGGGTTTTTTCCC 

TAGTGCAACGTAACTCACTAACTGGCGGCGAAAATGAAGATTTGGATGCACTATATGCAA 

TGGGCCAACTTGTCTGTGAGAATGTCCTAAATTCAAATGTGTCATGCCTAGAAATATCAA 

TGGATGGTACATTATTATTGATCGGTGATACGGAGGGGAAAGTTTCTATTGCGGAAATTT 

ACTCAAAACAAATCATTAGAACTATCCAAACTTTAACTACATCACAGGATTCAGTTGGAG 

AAGTGACCAATCTCTTAACCAACCCTTACAGACTCGAACGTGGAAATTTACTTTTTGAAG 

GAGAATCCAAAGGCAAACAACCTAGTAATAATAATGGTCACAATTTTATG7VAGATACCAA 

ACTTACAAAGAGTTATCTTTGATGGTAAAAACAAAGGCCATTTACACGATATTTGGTATC 

AGATAGGAGAACCAGAAGCAGAGACAGATCCTAACCTCGCATTACCACTTAACGACTTTA 

ATGCCTATTTGGAGCAGGTCAAAACGCAAGAATCGATATTTTCACATATCGGTAAGGTGT 

CAAGCAATGTAAAAGTGATTGACAATAAAATCGACGCCACTTCATCTTTAGACAGCAATG 

CCGCTAAAGATGAGGAAATTACAGAACTTAAGACCAAGATAGAAGCATTAACTCATGCCT 

ACAAGGAGTTACGTGACATGCACGAAAAGCTGTACGAGGAACACCAACAGATGCTTGACA 

AGCAATAA 

YNL182C, 555 aa (SEQ ID NO 240) 

MDEQVIFTTNTSGTIASVHSFEQINLRQCSTQSRNSCVQVGNKYLFIAQAQKALINVYNL 
SGSFKRESVEQRLPLPEILKCLEWENDGVQYDRIQGVNHNLPDFNLPYLLLGSTESGKL 
YIWELNSGILLNVKPMAHYQSITKIKSILNGKYIITSGNDSRVIIWQTVDLVSASNDDPK 
PLCILHDHTLPVTDFQVSSSQGKFLSCTDTKLFTVSQDATIRCYDLSLIGSKKKQKANEN 
DVSIGKTPVLLATFTTPYSIKSIVLDPADRACYIGTAEGCFSLNLFYKLKGNAIVNLLQS 
AGVNTVQKGRVFSLVQRNSLTGGENEDLDALYAMGQLVCENVLNSNVSCLEISMDGTLLL 
IGDTEGKVSIAEIYSKQIIRTIQTLTTSQDSVGEVTNLLTNPYRLERGNLLFEGESKGKQ 
PSNNNGHNFMKIPNLQRVIFDGKNKGHLHDIWYQIGEPEAETDPNLALPLNDFNAYLEQV 
KTQESIFSHIGKVSSNVKVIDNKIDATSSLDSNAAKDEEITELKTNIEALTHAYKELRDM 

HEKLYEEHQQMLDKQ 

YNL190W, 1115 bp, CDS: 501-1115 (SEQ ID NO 241) 

AATGCGCTCCCGTACGTCAGTGGCTGTTGCTGAAACGAGACAATTTCTCAATTCGTTTGT 
TTGTGTACTGTATTTGTTATCTTTACTATATATATGTTGTTAAGTTTCTTTTACCAATTA 
GTGCTCACTTCTCTCGTCTTTTATTAGGTGTGTGTGTTGTGCGTAATTTTCGTTTCGCTG 
ATTACTTTATATAGTGTAGTTTGTTCTTGAATGTAATAAAGACTTCTGTTTTATTTTGTT 
TTGTTATTTAGAAACAGTCTATCTGGTTTAACTTAAACGAGTGAGCTTAAGATAATCTGA 
CTACAAGAAAACCAAGCTTCTATTACTTTGTTTCTTTCTCTTTTTTCTTTTTTGAATAAA 
GAATTTTCCTTTAAGGAGTAACTTAAGCATTTAGCTGCACATTAAACACTTTTTTTTTTA 
CTTCTAACTCACACACTTTTGGAAGAACATTTATTTTTTCGACCTTCTTTCCCAAATACC 
CAGCGCTTTATAATTGAAATATGAAGTTCTCTTCTGTTACTGCTATTACTCTAGCCACCG 
TTGCCACCGTTGCCACTGCTAAGAAGGGTGAACATGATTTCACTACCACTTTAACTTTGT 
CATCGGACGGTAGTTTAACTACTACCACCTCTACTCATACCACTCACAAGTATGGTAAGT 
TCAACAAGACTTCCAAGTCCAAGACCCCAAACCACACTGGTACTCACAAGTACGGTAAGT 
TCAACAAGACCTCCAAGTCTAAGACCCCAAACCATACCGGTACTCACAAGTATGGTAAGT 
TCAACAAGACTTCCAAGTCCAAGACTCCAAACCATACCGGTACTCACAAGTACGGTAAGT 
TCAACAAGACCTCCAAATCCAAGACTCCAAACCACACTGGTACTCACAAGTACGGTAAGT 
TCAACAAGACCTCCAAGTCTAAGACCCCAAACCATACCGGTACTCACAAGTATGGTAAGT 
TCAACAAAACCAAACATGACACTACCACTTATGGTCCTGGTGAAAAGGCCCGTAAGAACA 
ATGCCGCCCCTGGTCCATCTAATTTCAACTCCATAAAATTGTTTGGTGTTACCGCTGGTA 
GTGCTGCCGTAGCCGGTGCCTTATTACTATTATAA 
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YNL190W, 204 aa (SEQ ID NO 242) 

MKFSSVTAITLATVATVATAKKGEHDFTTTLTLSSDGSLTTTTSTHTTHKYGKFNKTSKS 
KTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTSKS 
KTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTKHDTTTYGPGEKARKNNAAPGPS 
NFNS IKLFGVTAGSAAVAGALLLL 

YNL208W, 1115 bp, CDS: 501-1115 (SEQ ID NO 243) 

GGTTATACACATATATATATTTTTCATTTTTAATGTCTTAGCTTTTGTATCTTAGATGAA 

GTTTTAGTTCTGTATATCACGATCAAGATATCATACAATCATAAATTCAATTATTCTTCT 

GTTTCCCCTCTTGAGGCATCAAACGAGTGTTTGACTGATACACACCAACATACTAAGGCA 

ACTTTTCTGGCTGCCCAAAGCTGTGGCACGTATGAAACTGCTTTTCGGCTGCATAAAACA 

ACCATGTGGAGTTTTTACTGTATTCGCATTTCGCCCCGCTAGCATTCTTCGTTCATGCTA 

AAAATGAGGCGTGGGCTAATATTCAGTATTAATAATTCGGGCACCCGCACAGCCCATACC 

GGAAAAGGGGCTGGCTGTTGGGCTTGGCAAAAAACTCAATCTGAGCAGTCATTTATAAAG 

AAAGACTTTAATTTGTCTTGCTAAACACTTGTAAGCCTTCCAAATATAGATCACTTAAGA 

CAATCTAACAAGTGTCCAAAATGTCTGCAAACGAATTCTACTCAAGTGGCCAACAAGGTC 

AATATAACCAGCAAAACAACCAAGAAAGAACTGGTGCTCCAAACAACGGTCAATATGGTG 

CCGACAATGGTAACCCCAACGGTGAACGTGGTTTATTTTCCACTATTGTAGGTGGCAGTG 

CCGGTGCGTACGCTGGATCTAAGGTGTCGAACAACCATTCTAAGTTGAGTGGTGTGCTGG 

GCGCCATAGGTGGTGCATTCCTTGCCAACAAGATATCTGATGAGCGTAAAGAGCATAAGC 

AACAAGAGCAATACGGCAACTCAAACTTCGGAGGTGCTCCTCAAGGTGGACACAACAACC 

ATCACCGTCAGACAATAACAACAATAACGGTGGATTTGGCGGTCGAGGCGGCCCTGGCGG • 

TCAAGGTTTCGGAAGACAAGGCCCACAAGGATTTGGAGGTCCTGGTCCACAAGAGTTTGG 

TGGTCCAGGTGGCCAAGGATTCGGTGGTCCAAATCCTCAAGAATTCGGCGGCCAGGTGGC 

CAAGGATTCGGTGGTCCAAACCCTCAGGAATTCGGGGGCCAAGGTCGTCAAGGATTCAAT 

GGCGGTTCACGTTGGTGAATGGCTCAACAGAGTGA 

YNL208W, 204 aa (SEQ ID NO 244) 

: MSANEFYSSGQQGQYNQQNNQERTGAPNNGQYGADNGNPNGERGLFSTIVGGSAGAYAGS 
KVSNNHSKLSGVLGAIGGAFLANKISDERKEHKQQEQYGNSNFGGAPQGGHNNHHRQTIT 
TITVDLAVQAALAVKVSEDKAHKDLEVLVHKSLWQVAKDSWQILKNSAARWPRIRWSK 
PSGIRGPRSSRIQWRFTLVNGSTE 

YNL210W, 1313 bp, CDS: 501-1313 ( SEQ ID NO 245) 

TCATAACGGGTTCTTTTCAAAAAACCGTAAAAATTTGAGGTCACACCAACTAAATACAAA 
TTGTTTCATCACGGTGACTATATCAAGAACTTCGTAAGGAAACATTTAGAAAACTCAATA 
TAGTAAAGTTTCATCAGCAATCTTATCTGAGTAATATTATCTACGATCTAAATATAGGAT 
GATCTGCCGATTTAGGAATCGTACTGTAGATTGCTCTTGGCGACAGATATAGTGAAATAC 
CTTTTACAAAGTGGATACAGGTTGCCTATCACTACCGCCATTTCACTAGCAAGTAGAGTA 
TTGAGAAAACGGTAAACTTTGAAAGTTGCAGATGCAGAATATATATCTGGTTTTGTAGTT 
CTATCCGCTAAACGGGACGATCGCATTTTAGCCGCCGACAGTGTTAATATAAGTAATGAA 
CTTGGGTTAATTTGATTACGCGTCACAGCTACTAATAAAATAAGACCGAGAGTTTTAATC 
AGCTAGTGCATACCAAAACAATGAGTAACCAACACAGCCCTCAGCCATTTTGTTTGGACA 
CCAAATTGGTGAAACTATTAGAAGAGCTCCAGGAGGGAAAGCAATTCAACAATAAAAACA 
TATTCCCGGAAAAAGCATTATATTTGAAGCTCGCTCTTGATTATTCTTTCTTCAGAAAGA 
ATTTACTAGAGTTTTGCGTCCACCTTGACAAGATAAAAGGAGTCATTAGACCAAACTATG 
ACACTATATATATTTTGTGCCTGTTGGAGGTGGATCTCCTCAATCTGGTATTTACCGACA 
ATATATTGGAAATATGTTTGCCCAGGTTTGTTTCAAGGGAGGACTTGAGGGTTTTTAATA 
ATACTTTTTACACATATCACGATAACCGCCTACGTATTCTCCAAGAAGACTTTTCTCAAT 
TGTTCAAAAAAATCAAAACTAAGGCTTCTGTACTATGTTTTACAGTTGAGGAAATTTTTC 
TGACAAACCAAGAAATTTTACCTCAAAACTCAACAGTGGCAGAACTGCAAAAGAGCACTA 
ATAAAGTACAGACAAATGGGCCGCAACGGCACGATTTCATAGTCACTCTAGAAATAAAAC 
TGAACAAAACACAAATCACTTTCCTCATTGGAGCTAAAGGAACGAGAATTGAAAGCTTGA 
GGGAAAAATCAGGCGCCAGCATAAAAATAATACCTATTAGTGATAAAATGACTGCACATG 
AAAGGAACCACCCTGAATCTGTTCAACAAACAATACTAATTTCGGGTGACTTATACTCAA 
TTGCATTAGCCGTCACCAGTATAGAGTCTGCATTAATTACTTTGGATTTATAG 

YNL210W, 270 aa (SEQ ID NO 246) 

MSNQHSPQPFCLDTKLVKLLEELQEGKQFNNKNIFPEKALYLKLALDYSFFRKNIiLEFCV 
HLDKIKGVIRPNYDTIYILCLLEVDLLNLVFTDNILEICLPRFVSREDLRVFNNTFYTYH 
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DNRLRILQEDFSQLFKKIKTKASVLCFTVEEIFLTNQEILPQNSTVAELQKSTNKVQTNG 
PQRHDFIVTLEIKLNKTQITFLIGAKGTRIESLREKSGASIKIIPISDKMTAHERNHPES 
VQQTILISGDLYSIALAVTSIESALITLDL 

YOL031C, 1766 bp, CDS: 501-1766 (SEQ ID NO 247) 

AGTTTTTTTTCTCGAGAAATTGTGAACAAAAGAAAGCAAAGACACAGAAGATGATAAGAG 
AGAGAAACAACGAAGAAAGAACAACAATGTTGGGGTTCACCCGAGAGATATTGACATACT 
GACCTTAGAAAAGGCATTACTGAGGCTACTGACTAAAGCGCGTTACATAAATGCATAGTA 
TATTTCTTGTTGTATACGCAGCGGCCAACTAGTGGCAGCAAGAATGTAATGAACGATTCA 
TCTGCAGGTTTGGAGGCCGCAACTAGATCAAAACGTAAATAGCGGGTGAAGTGTTCTGGA 
CGTTAGAAGTAACGTCCGCAGATCGAAGCTAAACACGAGATTAGATTTCGGGTAACGGAA 
TTGTGATAATTAAGAAAGACCAGACTATGTGAAAAGGCCACGTAAATGATAGAGCACACA 
TTAGCAACTATAATAGACTAGTTTTCGCATCGCTGGAAGTTCTCGATATTGAATATCACT 
TCCAAGAACGCAAACTTAGAATGGTCCGGATTCTTCCCATAATTTTGAGCGCCCTATCTT 
CGAAATTAGTGGCGAGTACAATATTGCATTCATCCATACACTCAGTGCCATCTGGAGGCG 
AAATCATATCTGCAGAAGATCTTAAAGAACTTGAAATTTCAGGGAATTCGATCTGCGTTG 
ATAATCGTTGCTATCCTAAGATATTTGAACCAAGACACGATTGGCAGCCCATACTGCCAG 
GTCAAGAACTCCCCGGTGGTTTGGACATTAGAATAAACATGGACACAGGTTTAAAAGAGG 
CAAAACTAAATGATGAGAAGAATGTCGGTGATAATGGTAGCCATGAGTTAATTGTATCTT 
CAGAAGACATGAAAGCATCGCCTGGTGACTATGAATTTTCCAGTGATTTCAAAGAAATGA 
GAAACATCATAGATTCTAACCCGACTTTATCTTCACAGGACATTGCCAGATTGGAGGATA 
•GTTTTGATAGAATAATGGAATTTGCGCATGATTACAAGCACGGCTACAAAATTATTACCC 
ATGAATTCGCCCTCTTGGCCAACCTTAGTCTCAATGAAAATTTGCCGTTAACATTGAGAG 
AGCTCAGTACTAGAGTCATTACCAGCTGCTTGAGAAACAATCCTCCTGTAGTCGAGTTCA 
TTAATGAAAGTTTTCCAAATTTTAAAAGCAAAATCATGGCCGCTCTGTCAAATTTGAATG 
ATTCTAACCACAGATCCTCTAATATCCTAATAAAAAGATACTTGTCCATTTTAAACGAAT 
TACCTGTCACATCCGAAGATCTTCCTATATACTCTACGGTTGTTTTACAAAATGTATATG 
AAAGAAACAACAAGGACAAACAGTTACAAATAAAAGTCCTGGAGTTGATCAGCAAAATTT 
TGAAGGCCGACATGTACGAAAATGACGATACAAATCTAATTTTGTTCAAAAGAAATGCTG 
AGAATTGGTCGTCAAATCTGCAAGAGTGGGCAAACGAGTTCCAAGAGATGGTCCAGAACA 
AAAGTATAGATGAACTACATACAAGAACGTTTTTTGACACCCTTTACAACTTGAAGAAAA 
TTTTCAAAAGTGACATCACGATCAACAAAGGGTTTTTGAATTGGTTAGCGCAACAATGTA 
AAGCCAGGCAATCTAACTTGGACAATGGGCTCCAAGAGAGAGATACTGAACAAGACTCAT 
TTGATAAGAAACTTATCGACAGCAGACACTTGATCTTT.GGCAACCCCATGGCTCATAGAA 
TAAAAAATTTCAGAGATGAACTCTGA 

YOL031C, 421 aa (SEQ ID NO 248) 

MVRILPIILSALSSKLVASTILHSSIHSVPSGGEIISAEDLKELEISGNSICVDNRCYPK 
IFEPRHDWQPILPGQELPGGLDIRINMDTGLKEAKLNDEKNVGDNGSHELIVSSEDMKAS 
PGDYEF S SDFKEMRNI IDSNPTLS SQDI ARLEDSFDRIMEFAHDYKHGYKI ITHEF ALLA 
NLSLNENLPLTLRELSTRVITSCLRNNPPWEFINESFPNFKSKIMAALSNLNDSNHRSS 
NILIKRYLSILNELPVTSEDLPIYSTWLQNVYERNNKDKQLQIKVLELISKILKADMYE 
NDDTNLILFKRNAENWSSNLQEWANEFQEMVQNKSIDELHTRTFFDTLYNLKKIFKSDIT 
INKGFLNWLAQQCKARQSNLDNGLQERDTEQDSFDKKLIDSRHLIFGNPMAHRIKNFRDE 

L 

YOL048C, 821 bp, CDS: 501-821 (SEQ ID NO 249) 

TAAGTACATGATTTTTGTTTGCATTGATATGACTTGTTTTATGACTAACATATTTAATTT 
TTATTTGTTAACCGTAGGGGTTTTATGAAGTGCTGACGAATCCTGTTTATTGGAAGCATA 
TTTTACTGTTTGCGGTTTGCTATGCCCTGATTTTTGTCACTATTGCTGGTCTCTTTTATG 
TCACACTTGTACCGCTTTTAGTGACATGGGCCATACTGTTATTAGGGCCTCTTGGTGTGA 
TACTGGTTCATATTCAATGGATTTTACAAACGAATGTCTTGACTGCCTTTGTTTGTAGAA 
CACTGGTCCTGACCCATATTACGAATCAGATATTTGATATATCTTTGGTGTTGCAAGACC 
AAGATGAATTTCTAAACGAGGTGAAGGTATTGCCTAAACCACAAAAGCCACATAGAAAAA 
TCGATGAACCTGATGCGGTGAGAAATTTCAACACAATAAAGGGAAGTCGGATTTTTAAGA 
TTCCCAGATTACTATTCAGAATGTTTTTTAAAGTCTCCAATTTTACTTCACTAACATTAC 
TGTCGCTAATTCCTATTGTAGGACCAATCTTGGCAAATCAACTAATGGCCCCAAAAAGAA 
CCTTTACCTATTTGCAGAGGTACTTTTTACTAAAGGGATTCAGTAAGAAACAGGCCAAAG 
ATTTTCAGTACGAGCATTACGCAAGTTTCATATGTTTCGGTATGTCTGCCGGTCTACTAG 
AGTTAATACCCTTCTTCACAATAGTCACCATATCTAGCAACACTGTTGGTGCAGCTAAAT 
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GGTGTACTTCGCTACTAAAGGGTGAAAGAAAGAAGGAATGA 

YOL048C, 106 aa (SEQ ID NO 250) 

MFFKVSNFTSLTLLSLIPIVGPILANQLMAPKRTFTYLQRYFLLKGFSKKQAKDFQYEHY 
ASFICFGMSAGLLELIPFFTIVTISSNTVGAAKWCTSLLKGERKKE 

YOROIOC, 1256 bp, CDS: 501-1256 (SEQ ID NO 251) 

ACATTTCCCAAAAAAGACATTTCTGTCCAAAAGTAGAAGGCAAGAAAACCCTGGAGGAAT 
CATAGGCAAAGAAAGAAAAGAAGAAGTTCATCTTTAAAACTACCTTTCAAGCCTTTATTC 
GTTCCTCGTAAAGGACACACGAAAAAAATAAACAGTACCTTGCAGAAGGAGTGCAGAGTT 
AGGTCGCAGGGAATCCTTGAAAGCCAAGAGTTTTTTTTCCGTAATGATCTCCCAAAGCAA 
CCATCAACATTGTGGTGCAAAGTTTAGTGTAAGATGTTCTACTGAACTATCTTAATAGCT 
GAGCATCATGTGAGTAAACGAGTAAGCAAGAAAACAACAAAGTAATGTTCAACTTTCGTA 
ACTACGGAAAATAATATATAAGTAGTTAACGAAATTCGAACAATGAGAGCTCTCACATAT 

. CATCTTCTTTTCCAGTTTAGCCATTATCAGCACAATAATACAAAACACACTCGTACACTC 
GCTTCAACTATAACAAAAAAATGGCTTACATCAAGATCGCTTTATTAGCTGCTATCGCTG 
CTTTGGCTTCTGCCCAAACTCAGGAAGAAATTGACGAATTGAACGTTATTTTGAATGACG 
TTAAGTCCAACTTGCAAGAATATATTAGTTTGGCTGAAGATTCTTCATCTGGATTTTCCT 
TAAGCAGTCTGCCATCTGGTGTTTTAGACATCGGTTTAGCTTTGGCTTCCGCCACTGATG 
ACTCCTACACTACTTTGTACTCTGAGGTTGACTTTGCTGCTGTTAGCAAGATGTTGACCA 
TGGTTCCATGGTATTCTTCCAGGCTTCTACCAGAATTGGAATCCTTGTTAGGAACTTCTA 

* CCACCGCTGCCTCTTCTACTGAAGCTTCTTCTGCTGCTACTTCTTCCGCTGTTGCTTCCT 
CCAGTGAAACTACTTCTTCTGCCGTCGCTTCCTCCAGTGAAGCTACTTCTTCTGCCGTCG 
CTTCTTCCAGTGAAGCTTCTTCTTCTGCTGCTACTTCTTCTGCTGTCGCTTCTTCCAGTG 
AGGCTACCTCTTCCACCGTCGCTTCCTCTACCAAGGCTGCCTCTTCCACTAAGGCTTCTT 
CCTCTGCTGTTTCTTCAGCTGTTGCTTCTTCCACCAAAGCCTCCGCCATTTCTCAAATCA 
GTGATGGTCAAGTTCAAGCCACTAGCACTGTTTCCGAACAAACTGAAAACGGTGCTGCCA 
AGGCTGTCATCGGTATGGGTGCTGGTGTCATGGCCGCTGCCGCCATGTTATTATAA 

YOROIOC, 251 aa (SEQ ID NO 252) 

MAYIKIALLAAIAALASAQTQEEIDELNVILNDVKSNLQEYISLAEDSSSGFSLSSLPSG 
VLDIGLALASATDDSYTTLYSEVDFAAVSKMLTMVPWYSSRLLPELESLLGTSTTAASST 
EASSAATSSAVASSSETTSSAVASSSEATSSAVASSSEASSSAATSSAVASSSEATSSTV 
ASSTKAASSTKASSSAVSSAVASSTKASAISQISDGQVQATSTVSEQTENGAAKAVIGMG 
AGVMAAAAMLL 

YOR019W, 2693 bp, CDS: 501-2693 (SEQ ID NO 253) 

CATTGATCTCGAGCACAGCTGCTCTTTTCTCTCAATGAATTACGTTATATGTTAATCACA 
CAAGCATCAGTTTTTCATCGCAAAAGAAAATATTTAGAGTTCTTGCAATTCAGATGTACC 
TCAATTAATAACTCAATCACCTCCTATGTTCTTGCTGGTAGTACTGCTTTTGTCTTAATT 
ACTGCTGAATCAGCCTTCTAGAAGACCGTTCTGTTTCAGCCGCTCGCCCCTTTTCAAAGC 
TTGCGCGGCTGAGTTTTATGAGGGGCGGCTTTTTTGTGAATGGCAATCTACCATTATTAG 
TAGCAATATGATTTGCAGATAGATACATATATATCCTTCTGGGTTCATGTCTCGTTACCA 
TCCACACTAATGCATAGGACCAGAAAGAAAGGACATCGAATCCAACACGTATTAAAATAA 
GGACTCCTCATTAAAAAGGCTTTTAATATTCAACTTGCTATAGATCACGCACCCTTTTGG 
CAAGTCAACCTTAAATTATTATGATTTCTGTTTGCCCACAAAATGACTTGCAAAAATGCT 
ACAGAAGCCTCACATTCGATGTTCCAGGACAACAATTCGAAGAGAGAAATGAACAAAACC 
TTAAAAAACGGGCCAAAAAGAAAGGCAGTTTCCAACCATCTGTTGCCTTTGACACAGTGC 
CTTGCACCGCTGGTTATTCTTCTATAGACGACAGCAGGGAAGGATTCAAAGGTGTACCTG 
TTCCCAACTATTACACGATGGAAGAGTGCTATGACGATGAAACAGACTCTTTTTCGCCAA 
ATTTGCAATATTATTTGAGAGATACATTCCAATCATCACCTTTTCTGAATACTAGAAAAG 
AGAACAAATCTGAATCCAGTAGTTTTCCAATGAGATCCTCAAAGTTGTTGGAAAAGAATT 
CTGACATCAAAAAATATTTCTTGGTATCCAAGAATGGAAAAATAGTGAGGAGAGACTATC 
CAAGCACGCCAGTAATTGTCAACGAAACGTTGATGATAAACAGGTTTGAAAAGAACTGGA 
TAAAGTTATGGCGCCAAAGAAAACTACAAATAAATGAAAGGCTGAATGACAAAAAAAAA.T 
GGTTTACTTACCCAGAACTTATCTTCTCTGAAGAGCGTATTAAACCGTTATATAGAGGAG 
ATGATAGTGCACCATGTACAAAAGAACAAAAAAGAAAGCATAAAATACTTCAACAAAAGG 
TCGGATATCCCAATAACCCTAAGACAATAGTTTGTCACATTAACGGAAAAAAACATACGT 
GGGTTGCCCTAGACTGGACAGTCTACAAGTTTGCACGAAATCTTGATCACATTGTTGTCA 
TAACTACACTGCCAAAAATGATTTCTAACAGGAAAAAAACTGCAAAAGATGATACAGAAT 



; C; 10/03001^ 
84/161 

GGGCACCGGGATATCAAAAAGAAGTAATAGATCAAAAATTAAACGACATTTTTGATTATA 
TTTTACAGCTAGTAAAAGTGGTCAAAATATCCGTCAAAATTACTTTAGA7VATAATTGTAG 
GCAAAATTAAAAAAAGTCTGGTAGATGTCATTAATGTCCATACTCCAGATTTCTTAGTTC 
TTGCTACTTTAAAGCACGAGCGAAATGAGAATCTTATTACATATAAATCCAAAAAGCTGA 
CAGATGTCTTTCCTGTTAGTTATCCGATTCCCACATTTGTTGTTCCCTCGAAACGAATGT 
ATTCGTTCGAACTGAATCTACAAAGAGAAGTAAATGAACATTATGTCTCAAAAAATCATA 
TGAAGCACGAACACACTGACGTTGAGAGCATGAGCAGTTCAATGTTCAAAAAAAATACAA 
TATCAGATATTTCTTCACATATTTCCGTAGATTCGTACGCCGAAGATTTCAAAAGGCAAG 
GCTACATCAAAAAGCAGTTCAACACCTCTAATGATTCCATTCCAAGAAAATTGACCGGTC 
TCGCCCAGCATTCAAGAAGGAAGATCACGGGTGATATAGAAAAATTACAAGACGATGAGA 
AAGATAGAGAATGTACTAAGGAAAAACTTTTGTTGAAGAAAATTGATATCATAATTAGAG 
AGTCATTGAAGTCTTCTTTAGCGATAGAGACGTTGCCTGGTAAAAATGTATCGCAGTCCA 
GTCACGGTGACCAAATTTCCAGCTTTAAGAATGCTTTGATAGGCAATGGGTCGAAAAACA 
CAAAGTTTAGAAAATCTTTAATACCATATTCTTCCTCAGAGGAACAAAATACCACAACAA 
CTATTAAACTCAGTAGCTCGCCTACGTCCCAAATCAAGTTTGCAACCTCTGTAAAACACA 
AAGATGGAAGAGCCGCCCTTGGCAAAGCCAGAAATCTGCCTGATATAAGGGACAGTATTT 
CCTTCGACAAAGAAAATTCCTTTGATCCATCTGATAAAAGCAGTAGTGTTGATAATAGCA 
TTCCTTTGAGGAAAGTTAAAAGTGCCGGTGCGTTAAGAAAAGTCAAAACTAATGACTCCT 
CAAGTAGTGCAGGGTCAAAGAAAAGCTCGTCTAGTTTTAGTACTGTGAACACCTTCACTG 
GGGGTGGAGTTGGGATTTTTAAGGTGTTTA7VAAGTGGAAGTTCCTCTGGAAATAAATCAT 
CCAGTAGAAGGAATAGTAGCAGTGGCGATGTTTTTGTVAAGTGATGATCGTAACGACAAGA 
■ . AAAAGAAGAAGAAAAAAAAGAAG AAATC ATTGTTCTTATTCGGC AAAAT ATG A 

YOR019W, 730 aa (SEQ ID NO 254) 

MISVCPQNDLQKCYRSLTFDVPGQQFEERNEQNLKKRAKKKGSFQPSVAFDTVPSTAGYS 

SIDDSREGFKGVPVPNYYTMEECYDDETDSFSPNLQYYLRDTFQSSPFLNTRKENKSESS 

SFPMRSSKLLEKNSDIKKYFLVSKNGKIVRRDYPSTPVIWETLMINRFEKNWIKLWRQR * 

KLQINERLNDKKKWFTYPELIFSEERIKPLYRGDDSAPCTKEQKRKHKILQQKVGYPNNP 

KTIVCHINGKKHTWVALDWTVYKFARNLDHIWITTLPKMISNRKKTAKDDTEWAPGYQK 

EVIDQKLNDIFDYILQLVKWKISVKITLEIIVGKIKKSLVDVINVHTPDFLVLATLKHE 

RNENLITYKSKKLTDVFPVSYPIPTFWPSKRMYSFELNLQREVNEHYVSKNHMKHEHTD ■ . 

VESMSSSMFKKNTISDISSHISVDSYAEDFKRQGYIKKQFNTSNDSIPRKLTGLAQHSRR 

KITGDIEKLQDDEKDRECTKEKLLLKKIDIIIRESLKSSLAIETLPGKNVSQSSHGDQIS 

SFKNALIGNGSKNTKFRKSLIPYSSSEEQNTTTTIKLSSSPTSQIKFATSVKHKDGRAAL 

GKARNLPDIRHSISFDKENSFDPSDKSSSVDNSIPLRKVKSAGALRKVKTNDSSSSAGSK 

KSSSSFSTVNTFTGGGVGIFKVFKSGSSSGNKSSSRRNSSSGDVFESDDRNDKKKKKKKK 

KKSLFLFGKI 

YOR027W, 2270 bp, CDS: 501-2270 (SEQ ID NO 255) 

AATTTTCCCCCCGTCATAAGTTCCTATACACGGCTGGCTCTGATGGCATAATTTCATGCT 
GGAACCTACAAACCCGCAAGAAAATAAAAAATTTCGCCAAATTTAACGAAGACAGCGTGG 
TTAAAATTGCTTGTTCGGACAATATTCTATGTCTGGCAACTTCTGATGATACTTTCAAGA 
CAAACGCCGCAATTGACCAAACTATTGAACTAAACGCAAGTTCAATATACATAATATTTG 
ACTATGAGAACTGATATCTTCGTGAAGATTCGTGTAGTATGATAGAACATTCCAGAAAAA 
AAATTCAGATTCATCGCTCTCTCTTCGCTTCTCCTCCTTTAAGGAATAAAGAAAAAATCA 
CATACATAGATTAAGTAAATAGGATCTGCTAGAAAAATTATATATAGATCAATCATCTTA 
TTAAGGTATCTTGTTTAAGCCCAAAAGTCTGCTCCCAAATTCCTCACTGTAGCTACTAAA 
ACAACCTATACGCAAGAAAGATGTCATTGACAGCCGATGAATACAAACAACAAGGTAACG 
CTGCATTTACCGCTAAGGATTACGATAAAGCGATAGAGCTCTTCACTAAAGCTATTGAAG 
TTTCTGAAACTCCAAACCATGTTTTATATTCTAACAGGTCCGCCTGTTATACTTCTTTAA 
AGAAATTTAGTGACGCATTGAATGATGCTAATGAATGTGTCAAAATCAATCCATCTTGGT 
CTAAGGGTTATAATAGACTCGGTGCCGCCCACTTAGGTCTTGGCGATCTCGACGAAGCTG 
AAAGCAACTACAAAAAAGCCTTGGAGTTGGATGCCAGTAACAAGGCCGCCAAAGAAGGAT 
TGGATCAGGTTCATCGTACCCAACAGGCAAGACAGGCACAGCCTGATTTAGGGTTGACAC 
AGTTGTTTGCTGACCCAAATTTAATTGAAAATTTAAAGAAGAACCCAAAAACTAGCGAAA 
TGATGAAGGACCCTCAATTAGTGGCTAAACTGATTGGGTACAAACAAAATCCGCAAGCTA 
TTGGCCAAGATCTGTTTACTGATCCAAGATTAATGACCATCATGGCTACATTGATGGGGG 
TTGATTTAAACATGGATGATATAAACCAATCAAACTCCATGCCAAAGGAACCGGAAACCA 
GTAAAAGCACTGAACAAAAGAAAGATGCTGAACCACAAAGCGATTCCACTACGAGCAAGG 
AAAATTCCTCTAAAGCACCACAGAAAGAAGAAAGTAAGGAATCCGAGCCAATGGAAGTTG 



,1, Oi O 2S CI O :i. '9 ,„ ,1, 2' 2! 16 Oi 

T 0 /O3O01^^ 



85/161 

ATGAAGATGACTCTAAAATTGAGGCCGACAAGGAAAAGGCCGAAGGTAACAAGTTTTACA 
AGGCACGTCAATTCGATGTU^GCTATAGAGCACTACAACAAGGCGTGGGAACTGCATAAAG 
ATATTACCTATTTAAACAACCGTGCTGCTGCTGAATACGAAAAAGGCGAATACGAGACAG 
CTATTTCTACCTTGAATGATGCTGTTGAGCAAGGTAGAGAAATGAGAGCGGATTACAAGG 
TCATTTCCAAATCATTTGCGCGTATTGGTAATGCCTATCACAAATTGGGTGACTTGAAGA 
AAACTATAGAATACTACCAAAAATCATTGACCGAACATCGTACTGCTGACATTTTGACCA 
AGTTAAGGAATGCTGAAAAAGAATTGAAGAAAGCTGAGGCGGAGGCGTATGTTAACCCTG 
AAAAGGCGGAGGAAGCCCGTCTTGAAGGTAAGGAATATTTTACCAAGAGTGATTGGCCGA 
ATGCTGTTAAGGCTTACACTGAAATGATCAAAAGGGCACCTGAAGATGCTAGAGGATATT 
CTAATAGAGCTGCTGCACTAGCGAAGTTAATGTCTTTCCCTGAAGCTATCGCAGATTGTA 
ACAAAGCCATTGAAAAAGATCCAAATTTCGTGAGAGCTTATATCAGAAAGGCCACCGCAC 
AAATTGCTGTTAAAGAATATGCTTCCGCTTTGGAAACACTAGATGCGGCCAGAACCAAAG 
ATGCTGAAGTGAATAATGGTTCTAGTGCAAGGGAAATTGATCAACTGTACTACAAGGCAA 
GCCAACAAAGATTCCAACCTGGTACCAGTAACGAAACCCCAGAAGAAACCTATCAAAGGG 
CCATGAAAGATCCTGAAGTGGCTGCGATCATGCAAGATCCTGTTATGCAAAGTATTTTGC 
AGCAGGCCCAACAGAATCCCGCTGCTTTACAAGAACACATGAAAAATCCAGAAGTATTCA 
AAAAGATTCAGACGTTGATCGCTGCTGGTATCATCCGGACTGGCCGCTAA 

YOR027W, 589 aa (SEQ ID NO 256) 

MSLTADEYKQQGNAAFTAKDYDKAIELFTKAIEVSETPNHVLYSNRSACYTSLKKFSDAL 

NDANECVKINPSWSKGYWRLGAAHLGLGDLDEAESNYKICALELDASNKAAKEGLDQVHRT 

QQARQAQPDLGLTQLFADPNLIENLKKNPKTSEMMKDPQLVAKLIGYKQNPQAIGQDLFT . 

DPRLMTIMATLMGVDLNMDDINQSNSMPKEPETSKSTEQKKDAEPQSDSTTSKENSSKAP 

QKEESKESEPMEVDEDDSKIEADKEKAEGNKFYKARQFDEAIEHYNKAWELHKDITYLNN 

RAAAE YEKGE YET AI STLNDAVEQGREMRADYKVI S KS PARI GNAYHKLGDLKKT I EYYQ 

KSLTEHRTADILTKLRNAEKELKKAEAEAYVNPEKAEEARLEGKEYFTKSDWPNAVKAYT • 

EMIKRAPEDARGYSNRAAALAKLMSFPEAIADCNKAIEKDPNFVRAYIRKATAQIAVKEY 

ASALETLDAARTKDAEVNNGSSAREIDQLYYKASQQRFQPGTSNETPEETYQRAMKDPEV 

AAIMQDPVMQSILQQAQQNPAALQEHMKNPEVFKKIQTLIAAGIIRTGR 

YOR031W, 710 bp, CDS: 501-710 (SEQ ID NO 257) 

CTGCAGAAGTACAGCTGCCTTTATTTCTTGTGGTCATTTATTGCTTTTATTTTCAAGTCA 

GATATACAAGAAAATCAAATCCCATCGTCAACGTCACGTATAAACGATTAATTTACAGTA 

ATACCATACTCTACCAACATTATTTTAGTCCGACGTTCAGTCCTGTAGGTGTTCCAAATC 

CTTCTGGCATTGACTTCTGTGCAGAAACCCTTCAAAATGAGTTCCACTTTACGTCAGATC 

GCATAACAACCGGTCATATATTTTTTTCTTTTGCTAAACCCCCTACTGCAAGCACTTTTA 

AGAAAAAGAACAATAAATGCGTCTTTATTGCTGTGTGGAAGTGATTTTTGTCTTTCGGAC 

AAAAAAAGGATAGGGATGCGAGAGGGCTGTGAAGTAGTGATCAAGCGGGGCCTATATAAG 

AAGGGCGCACATCGTCCCCCCTAAGAATAGCGAAGCGATATTACACTGAACACTACAATG 

TCAAATAGTACTCAATAAATATGACTGTAAAAATATGTGACTGTGAAGGCGAATGTTGTA ; 

AGGACTCTTGTCATTGTGGGAGCACCTGCCTTCCAAGCTGTTCTGGCGGTGAAAAGTGCA 

AATGTGATCACAGCACCGGAAGCCCTCAATGTAAGAGTTGTGGTGAAAAATGCAAATGCG 

AAACCACGTGCACTTGTGAAAAGAGTAAATGCAATTGTGAAAAATGTTAG 

YOR031W, 69 aa (SEQ ID NO 258) 

MTVKICDCEGECCKDSCHCGSTCIiPSCSGGEKCKCDHSTGSPQCKSCGEKCKCETTCTCE 
KSKCNCEKC 

YOR096W, 1474 bp, exonl : 501-644, intronl : 645-1045, exon2 : 
1046-1474 (SEQ ID NO 259) 

AAACCCATACACAATGAACCTTATCACACCCAAACATATGATATGGTATTAAAAAATGAA 
AAAAATTCATTATTCTTTAGCGTAATTATTGAAGAAAAAACAGTGCGCGCGGTAATTTTT 
TGTCACTCAGTAACTAGAGAGAAGCCGAATGTACTCCCCCGGCTAGCTGGAGACCATGGC 
TCTGCCTAGGATTTCTCTTATGCTTTCCTTTCACCAATCACTTTGTTCCGGCGAGGCCCG 
CGAAGCTCGCTTTCTTTCAGCCTAGCAATCATGTTCTTGCCAGCGTCGTAGACTACTGTA 
TGGCAGTTGCTGCACTTGCCATGAATATCCTAGTGAAGCCTCTATGCAATAATCCAGTTA 
CTGCGTTAGAATCCTGGTAAAATGTCTAATCTTATTACATTACAGCAACGTATTAGATTT 
TGATTGAAAATTAGTCCTTGCGACTTGGTATATATCTTATTTTAAGAAAGCTGAAAGGAA 
GAAAGATCATCACGAACAACATGTCTGCTCCACAAGCCAAGATTTTGTCTCAAGCTCCAA 
CTGAATTGGAATTACAAGTTGCTCAAGCTTTCGTTGAATTGGAAAATTCTTCTCCAGAAT 
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TGAAAGCTGAGTTGAGACCTTTGCAATTCAAGTCCATCAGAGAAGTATGTTATTAATTTG 
AATCTAAACTTAAGAATAATGGAGAGTAACAAAGGATUVAAAGTGTGAACGGGACGATACC 
AGAATGTTTCAATCTAGAAAAGTATAAAAGATAAGGACTAGGACTCAAATGTATTTGGCT 
GACTATCGCCTGAACCTTGATGCTAAGCAAATACCATATCTTCAAGAAAAAGCCTACTCC 
AGTGTTTAAGAAGAAGGGAACGATTTACTAGATCATGCTATACGCAGTAAGGTTCTGATA 
GTTAATTACAATCGGTCCAAGTTCTAAGCGGTGTCGTCCATGCATATATCATTTACAAGT 
TACTGGCGTCAACTCTTCAAATATTCAAAATATCACCTAATCAAACTTACTAACATTTTC 
CTTTTTTGTTTTCCTTCTTTTATAGATCGACGTTGCTGGTGGTAAGAAGGCTTTGGCCAT 
TTTTGTTCCAGTCCCATCTTTGGCTGGTTTCCACAAGGTTCAAACTAAGTTGACCCGTGA 
ATTGGAAAAGAAATTCCAAGACCGTCATGTCATCTTCTTGGCTGAAAGAAGAATCTTGCC 
AAAGCCATCTAGAACATCTAGACAAGTCCAAAAGAGACCAAGATCCAGAACCTTGACTGC 
TGTTCATGACAAGATCTTGGAAGACTTAGTCTTCCCAACTGAAATCGTTGGTAAGAGAGT 
TAGATATTTGGTTGGTGGTAACAAGATCCAAAAGGTTTTGTTAGACTCAAAGGATGTCCA 
ACAAATCGACTACAAATTGGAATCTTTCCAAGCTGTTTACAACAAATTGACTGGTAAGCA 
AATTGTTTTCGAAATTCCAAGTGAAACTCATTAG 

YOR096W, 190 aa (SEQ ID NO 260) 

MSAPQAKILSQAPTELELQVAQAFVELENSSPELKAELRPLQFKSIREIDVAGGKKALAI 
FVPVPSLAGFHKVQTKLTRELEKKFQDRHVIFLAERRILPKPSRTSRQVQKRPRSRTLTA 
VHDKILEDLVFPTEIVGKRVRYLVGGNKIQKVLLDSKDVQQIDYKLESFQAVYNKLTGKQ 
IVFEIPSETH 

YOR248W,. 803 bp, CDS: 501-803 (SEQ ID NO 261) 

ACCCATTTTACAAATTTTTTTTGCTATTTGAGCCATAGTACCCATTAATAGGTCTCGTCC 
ATTCCCTTGTTTTTTTTTTATTGTTTCAATTACACTAGATAATTAAAAATCACATCACTT 
TCACTCTCACCTTAGTCGTTCTTTATCAACCAAAAATAAAAAAATGCTTCAATGCGTTGT 
CTTTTTCGCTCTTTTAACCTTCGCAAGTTCTGTGTCAGCGATTTATTCAAACAATACTGT 
TTCTACAACTACCACTTTAGCGCCCAGCTACTCCTTGGTGCCCCAAGAGACTACCATATC 
GTACGCCGACGAGACCACTACCTTTTTTGTCACCTCAACGGTCTACTCCACGAGCTGGTT 
CACCTCAACTTCAGCCACCATTACCAATGCGGCCTCCTCCTCCTTGTCCACCTCTTCGGC 
CTCTGGATCTGTAACCCCAGAATCCACCCATGAAATTACCTCCACCTCGACTATCACGTC 
CACTTTGCTGCTAACCCTTCATGACTCCACTACTTTGTCTCCATCATCTACTGCAGCAAG 
TGTCAGTGACGAAGATTCAAACAACAAAGATGCAAAGGTCAAGTCCTTTGAACAGGCTTC 
AACTTCCAATGGTTGCGTCCCAATCAC/y^GTTTGTCACTGTCACCAATGAGCCCGTTAC 
CCAGTACGTTACAGTCACCCCAAATACGACTACACAATACGTTACTGTCACCGGTGCACC 
TTCTGTTACCACTACCTCTCCAGGTAACGTACAATGGTACAACACCACTTCGATTACTAA 
TTCGACCAGTTGGTGAATTATGA 

YOR248W, 100 aa (SEQ ID NO 262) 

MTPLLCLHHLLQQVSVTKIQTTKMQRSSPLNRLQLPMVASQSQSLSLSPMSPLPSTLQSP • 
QIRLHNTLL.SPVHLLLPLPLQVTYNGTTPLRLLIRPVGEL 

YOR293W, 1255 bp, exonl : 501-552, intronl : 553-989, exon2 

990-1255 (SEQ ID NO 263) 

AACTTTCGAAATATATACTCTGAGTTCTTGCTCCCCGTTTTGTACGATGTTCCTAATGCA 
AACACACGTCCTTTAAAGATCCCCTGATAGGTTTCATTAAAGGCAACTTCCATACACGTT 
GAAGTGCCAATTTTTTCCCTACATCCAAGCATTCTGGGTTTGTATGGGTGTTACACCGGT 
TTTTCTTTTTTATTTCCAGAGAAGTACAATTTTAGGCGGGTTTCAAATTTCCCCTGTGTG 
CGAGAAACGCTCCGGTACGCCTAGGCTCACTCCGGTCCTTCTCCCCATTTCTATCAGCGC 
GATAGGCATACTGTGGGAGAGCGGCACTAGGGAGACCGGTGGGAAGCACCGTATCTAGTA 
ACGCACGCTCTTTTGCAAAAATATCCATTAATTGCATGTAACTTAGATTAACACTGGTAT 
TAAGATTTCGCAATTTTGGGCTGGATTATTAAGGTCGAGTAGCAAAGTTTAGCAAGAACA 
GTACGAACTAAGTAGCCAAGATGTTGATGCCAAAGGAAGACAGAAACAAGATCCACCAAT 
ACTTATTCCAAGGTATGTTTTAGAATAACTTTCAGAAAGCATGAAGATACACGGAAAGTC 
AAGCGAGGGAAGTTATGCGTATACACAGTAGCGGTAGTGTGCATTCACATACACGATGTT 
TCAAACACACAGATGGATACCATGCATATGAGGTTAAAGGATTTCTTATGAATATATTAG 
TGGATTACATAGAAGAAATTACAAGGAACCGTGTGACGACATTTTCGAAAGGACAGCACA 
AGGCCATCGACCCTGGAGACGTATGAAATATGGTATACGTCCTATATTTGGGCAAGAAAA 
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CGGTAAAACTGTTTTACGCGGAGATCCAACTTTTGATCCTTACCGAGTACCACGAATCAT 
CTATATGATCTTTTTACTAACTTATCTTCAATTTCAACGGAGAGATGTAAACATCATTCT 
CTCCTATGATAATTTCTTTTTTTATACAGAAGGTGTTGTTGTCGCCAAGAAGGATTTCAA 
CCAAGCCAAGCACGAAGAAATTGACACCAAGAACTTGTATGTCATTAAGGCTTTACAATC 
CTTGACTTCTAAGGGTTACGTCAAGACTCAATTCTCATGGCAATACTACTACTACACCTT 
GACTGAAGAAGGTGTTGAATACTTGAGAGAATACTTGAACTTGCCAGAACACATTGTTCC 
AGGTACCTACATTCAAGAAAGAAACCCAACTCAAAGACCACAAAGAAGATATTAA 

YOR293W, 105 aa (SEQ ID NO 264) 

MLMPKEDRWKIHQYLFQEGVWAKKDFNQAKHEEIDTKNLYVIKALQSLTSKGYVKTQFS 
WQYYYYTLTEEGVEYLREYLNLPEHIVPGTYIQEKWPTQRPQRRY 

YOR312C, 1432 bp, exonl : 501-507, intronl : 508-914, exon2 
915-1432 (SEQ ID NO 265) 

TATTTACAAGCTAGATAAAAAAAAAATCAAATAGCAAGCTATTCTGTCATATCTTAAGGT 

GCTGATTGTTTGTAGGCACGAAGTAAACAAGCTCTTCCCCAAAACAATAAATACGGTTTT 

CGGGACTGTTCACCCGTACATTTTACGTTTCCGACGGCGCGATGCTATCTTTGAATTTTT 

ATCTCTTTCAGGTAACCCCATGACCAGTAGGGCGGCTTACTACCGAAGAGAAAAATGTCC 

GCGGCCTAGACAGTTACTTCCCAGGCCAGGGCCAGGCCACACGGACAGAGGCAGATTCCA 

AGTTGTTCCGCATAGTCTGTCTAGCTCTTTCTCAATTTTCCGCCAGATTCTGTCTAATTT 

CTTTCCGCTCGAGTTGGCAACAGTACGAAGAAGTAACTCTAATAGATAGATATAACCGTT 

TTTGAGGGCATTATTTTTGCAGAAGATAATAGAAGAGAACCGTAACAAAGGAATCAAGCA 

AAGAAAAAGTATGTAATAGAATGTATTGTATGCTTGTGGAATGAATGTCAATGTAGCTAT 

TTTATATGGTGAGCTCAAATTGAATGAACATATCGTGGAAATTTAAAATACTGAAGAATA 

CCCAATAAGTCAATGCAACCTGTGAATGTTTTTCCTGAAATACGCCGAATACTGAATACG 

ATTATTACCATAAATTGCTTCTAGAAGGAAGGCGGTGTACCATTTAATACTGATGATATG 

GTTAATATCATTTGAGAAGTCTTCACATGAGGACTATAGAACTACCATCCAGGAATTATA . 

GAGGAAATTAACTGAATCAGAGATCTATTTTGAAACATTCATTTACATGTAATTGTCTGC 

AATAAAGCAATATTTTTGAAATATGCAAGTTTACTAACAAGAATAAATTCTTTTTTGATT 

TTTATCTTTAACAGTGGCTCATTTCAAAGAATACCAAGTCATTGGTCGTCGTTTACCAAC ;. 

TGAATCCGTTCCAGAACCAAAGTTGTTCAGAATGAGAATTTTTGCTTCAAATGAAGTCAT 

CGCCAAGTCTCGTTACTGGTATTTCTTGCAAAAATTGCACAAGGTTAAGAAGGCTTCTGG 

TGAAATTGTTTCC ATCAACCAAATCAACGAAGCTCACCCAACCAAGGTCAAGAACTTCGG ^ 

TGTTTGGGTTAGATACGATTCCAGATCTGGTACTCACAACATGTACAAGGAAATCAGAGA 

CGTATCCAGAGTTGCTGCCGTCGAAACCTTATACCAAGACATGGCTGCTAGACACAGAGC 

TAGATTTAGATCTATTCACATCTTGAAGGTTGCTGAAATTGAAAAGACTGCTGATGTCAA 

GAGACAATACGTCAAGCAATTCTTGACCAAGGATTTAAAATTCCCATTACCTCACAGAGT 

CCAAAAATCTACCAAGACTTTCTCTTACAAGAGACCATCAACCTTCTACTAA 

YOR312C, 174 aa (SEQ ID NO 266) 

MYLAHFKEYQVIGRRLPTESVPEPKLFRMRIFASNEVIAKSRYWYFLQKLHKVKKASGEI 
VSINQINEAHPTKVKNFGVWVRYDSRSGTHNMYKEIRDVSRVAAVETLYQDMAARHRARF 
RSIHILKVAEIEKTADVKRQYVKQFLTKDLKFPLPHRVQKSTKTFSYKRPSTFY 

YOR369C, 932 bp, CDS: 501-932 (SEQ ID NO 267) 

CTTCTTACAAGTTAATGAATAGTATATATATGTAAAAAAAAATTCTGCTTCATGTATATA 
CGCACCTCGTTATTGAGGTATTGCGAATGTAGCAGTTGAATAAGCAAAGACGAGGTTTGT 
ACATCTTGGCATATTAAATGGTTATTTCGGGGTTTGTTTCGGCTCAACGGTGATATAAAA 
AGAAATCCAGTAGTGTTTACCATTGTGCATCCGTACATTTGATTTGTTTACAACATCTTC 
ACATTTCCATTGTGGAATCATTTTATTTTTTTCAGAATACCTTACCCGCAAGCAAACTTT 
CAAGCAAACTTACAATTTGCAAAATTTCATCGAATTCTCCGCAGGACATATTATAAAAGT 
TATGTCATCTGTTATCACAACAGGTCTATAAGTGTTCCTTGTTCAATTGTTTTTCCCAAT 
TCAAAACTCTTCACGGAGCAGTTTAATTATCTTACTGTCGAAGAAGTCAAAAACTAGACT 
ATATATTATTGAGAAGAAAAATGTCTGACGTTGAAGAAGTCGTTGAAGTTCAAGAAGAAA 
CTGTTGTTGAACAAACTGCCGAAGTTACTATCGAAGATGCTTTGAAGGTTGTTTTGAGAA 
CCGCTTTGGTTCACGATGGTCTAGCTAGAGGTTTGAGAGAATCTACCAAGGCTTTAACCA 
GAGGTGAAGCTTTATTGGTTGTTTTGGTCAGCTCTGTTACTGAAGCTAACATTATCAAGT 
TGGTTGAAGGTTTGGCTAACGACCCAGAAAACAAGGTTCCATTGATCAAGGTTGCTGATG 
CTAAGCAATTAGGTGAATGGGCTGGTTTGGGTAAGATCGACCGTGAAGGTAACGCCAGAA 
AGGTTGTCGGTGCCTCCGTTGTTGTTGTCAAGAACTGGGGTGCTGAAACTGATGAATTGT 
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CCATGATCATGGAACACTTCTCCCAACAATAA 
YOR369C, 143 aa (SEQ ID NO 268) 

MSDVEEWEVQEETWEQT AEVT I EDALKWLRTALVHDGL ARGLRE STKALTRGE ALLV 
VLVSSVTEANIIKLVEGLANDPENKVPLIKVADAKQLGEWAGLGKIDREGNARKWGASV 
VWKNWGAETDELSMIMEHFSQQ 

YPL047W, 800 bp, CDS: 501-800 {SEQ ID NO 269) 

GGTTAGGGGCCAAGATTACGTTCCAGCTTTCGATGTCGCACCAGATTGGGAATCTTACGA 
CTATGCAAAGTTGGATCCAACTAACGACGACGACAAAGAATTCATCAATAACATGTGGGC 
CTGGGATAAGCCAGTTTCCGTCAATGGCGAACCAAAGGAAATTGTTGACGGTAAGGTCTT 
AAAATAATCTCTTCGTACTATCCTTCATGTCGCCTTTTATTATAAAGTATGCTAGGTAGT 
TTTATCTATATCTTATTTATGACGCAATATAGGGTAACAGAGTTTTTCTGCTCTGAAACT 
TCCGCAGAAAAAAAATCAAGTTTTCCTTTTCGTATCTTGGATTATTGTTATATAATAGAT 
GCATGTATTATATGTATAGCAGTGATTTGCTTATTTTCTTGATTCTGAGGAATCGAAGAA 
GTAACTTAGCGTTTCTTCCGTTGAGCAGAGCAGTATAATAATCCTTCAAATTCTTTAGGT 
TACGGGGTTTTCCTGTTGCGATGACCGAAGAAACTATTACTATAGATTCTATTTCAAATG 
GGATACTGAATAACCTGTTAACCACATTGATCCAGGACATTGTAGCTCGGGAAACCACTC 
AACAACAATTGCTGAAGACAAGATATCCGGATCTTCGCAGTTATTATTTCGACCCGAACG 
GATCTCTCGATATTAATGGACTACAGAAGCAACAAGAGTCCTCTCAGTATATTCACTGTG 
AGAATTGTGGCAGGGATGTGTCCGCAAACAGACTAGCAGCTCATTTACAGAGATGTTTGA 
GTAGGGGTGCTAGACGTTGA 

YPL047W, 99 aa (SEQ ID NO 270) . 

MTEETITIDSISNGILNNLLTTLIQDIVARETTQQQLLKTRYPDLRSYYFDPNGSLDING 
LQKQQESSQYIHCENCGRDVSANRLAAHLQRCLSRGARR 

YPL090C, 1605 bp, exonl : 501-506, intronl : 507-900, exon2 : 
901-1605 (SEQ ID NO 271) 

GTAAGCAGAAGCCGGAAGAAGACAAGAGGTTCATTCAGAGAAAACATCCGTACATTCGAG 
TTCTCATTGAACCCATACATTTCAACTATTTTTACATAGTTCGTTTTTCATGTGTAAAAT 
TGTCATCGACGCGCCGGAGCATCGGAAAGTTGGAACGTGCGCGATTGCACCAATCCCACT 

GGGGCCGTGCATTCTGTAGGCAGGAAGCCACTGGACACTCTGCCCGTTCCCACTTGGAAG 
ATTGGCGTAATTCCACGCTCCTCTATCGATTCTAGCGGGAAAGTTATCTCTCCTGGTAAG 
CGTTGGAGGAATGCCGCTACCTAGGTAAGTCTACTGGGTGGGAATTCCAGTACCGACGTC 
TAGGAACATCATGATGCTGCAGTTTCTTTGAAATTTCATATACAGTGTTACCAAGGATAA 
AGTGGTTAATGCTTATTCGTCATTGAATTTTTATATTTGCTTAAGAGAAGTGACAAAAGA 
GTGAAGACAGACTATACATCATGAAGGTATGATTTATGATACTATTATTGAGGGGCAACA 
GAGAACTTTATATGTGGAAAAATGGCATGAAAGTTTGAAAGTGAGAAAGAACTAAACAGA 
ACCAGACGTCGTAAAGATTTTAGAAATTTTTTATGGAAAGAAGCAGGAAGACTACCATAT 
ACTAATTGATGCGTTTGTGGCGTTATTTTTAAACAAACAGAGCGGGTTTACATATACTGT 
TACTACAAACCGTGAAATTGAAGCAGTTCATATACTTGGAGTATAGTCAATAAAAGACAA 
GCTTTTTCATCTTCCACTTAATAATTTCTCTAGAGTAATAAACTTCACCCTATTCAAACA 
TTAATTTTGCAATAGTATACTAACAAATTTTCTTAATAACCTGTTGAAAATTTAAAATAG 
TTGAACATTTCTTACCCAGTTAACGGGTCTCAAAAGACCTTCGAAATTGATGATGAACAC 
CGTATTCGTGTTTTCTTCGACAAGAGAATCGGTCAAGAAGTCGATGGTGAAGCCGTTGGT 
GACGAATTCAAGGGTTACGTCTTCAAGATCTCTGGTGGTAACGACAAACAAGGTTTCCCA 
ATGAAGCAAGGTGTTTTGTTGCCAACTAGAATCAAGTTGTTGTTGACCAAGAACGTTTCT 
TGTTACAGACCAAGACGTCJATGGTGAAAGAAAGAGAAAGTCCGTCAGAGGTGCCATTGTT 
GGTCCAGATTTGGCTGTCTTGGCTTTGGTCATTGTCAAGAAGGGTGAGCAAGAATTGGAA 
GGTCTAACTGACACTACTGTTCCAAAGAGATTGGGTCCAAAGAGAGCTAACAACATCAGA 
AAGTTCTTCGGTTTGTCCAAGGAAGATGACGTTCGTGATTTCGTCATCAGAAGAGAAGTC 
ACCAAGGGTGAAAAGACTTACACCAAGGCTCCAAAGATCCAAAGATTGGTTACTCCTCAA 
AGATTGCAAAGAAAGAGACACCAAAGAGCTTTGAAGGTCAGAAACGCTCAAGCTCAAAGA 
GAAGCTGCTGCCGAATACGCTCAATTGTTGGCTAAGAGATTGTCTGAAAGAAAGGCTGAG 
AAGGCTGAAATCAGAAAGAGAAGAGCTTCTTCTTTGAAGGCTTAA 

YPL090C, 236 aa (SEQ ID NO 272) 

MKIiNISYPVNGSQKTFEIDDEHRIRVFFDKRIGQEVDGEAVGDEFKGYVFKISGGNDKQG 
FPMKQGVLLPTRIKIiLLTKNVSCYRPRRDGERKRKSVRGAIVGPDLAVLALVIVKKGEQE 
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LEGLTDTTVPKRLGPKRANNIRKFFGLSKEDDVRDFVIRREVTKGEKTYTKAPKIQRLVT 
PQRLQRKRHQRALKVRNAQAQREAAAEYAQLLAKRLSERKAEKAEIRKRRASSLKA 

YPL137C, 4331 bp, CDS: 501-4331 (SEQ ID NO 273) 

GTCTCAGTGATGCAATCATCATGGCACGGGCATTAATTAAGGTTAAGGAACCACTTCTCT 
ACGCCATACTCCAAACAATAACAATATTAGACCTAGCCAATTGATACCCATGAGCGTGCA 
GTCATTGCCATGGATTATTCATCTCTTTTCGCTGTTCTCTTTCTTTTCAAGTTTGTCATC 
ATCATGCCTTCACTTTTGCCTTTCCATCTTTCTTTTTGCTGCAAAATAAAGGGAAGAGGG 
GTAAAAACGCAAGGAAGAACAAGAAGAAGAGGGTAGTGCAAGAAAAAGAAAAGAAGAAAA 
AAAAAAAAAAGTAATCTTGATACCGTGAGCAAATAAGCTAACGGAAAGCGTAAGAAAGAA 
GAGCGTGTTTTGGGAAATAACACCACAGCATAAAGCTAAAATTCAGTTTATATAATCTAT 
AGTAGTCCTATAGAAATTGCGAATAACGGAAACAATAGTCCACCAAAGCAAGCATAGGGA 
GTGGAGATAGCATCTAGGTTATGATAACTAACACCGAGTTCGATGTGCCCGTAGATTGGT 
TGTATAAAGGTAAGAGTAGACGGAAGACAAATACGAAGCCATCGAGGCCTTCTACGTCGC 
CAGCCTCCTCTTCATCTACGTCCTCTTCGAAAAACGGAGACAATAGCACGAGTGGTAACA 
GGTCTAGCAATGATAAGCCTCGTGCGAGGTCGTCATCTGTATCCAATGCAGCACTTTGTA 
ATACTGAGAAACCAGATTTGAAGAGGAACGATGGTAATACCTCTGCATCAGACACTGATA 
ACATACCGCTACTTACTCCTATTAATAGCGGTAACCGGAGCGATTCCGCTGACATTGATA 
ATCCGGCTACCGTAGACGCCATAGACCTTATAGATAATGATGACAACGGCTCAAGTACTC 
AATTTGTAAGGAAAAAACGTTCCACTTCTATATCCAATGCTGTGGTCTCGTCCAAACCAA 
GACTGGCCAGTTCTGCCATAAACGCCACCGGATCTTCTTCTGTTGGCAAGGGAAAGCACC 
CGCCAATTTCTTCACCATCTAATGCTACTCTCAAGAGAAGCAACTCGACTAGTGGAGAAA 
AGACTAAAAGGTCGATTTTTGGATCTTTGTTTAGCAAACGGTCTACCTCTTCTTCAGCTT 
CCACTGCCAAGAAACCATTACCTGTTGTTAATACTAGCACGACTGAGAATGAGTCTGGTG 
GCATTAAAGCAGTTGCGACTCCTGATCCACGGGTGAAGGAGATATCATCACCAATGAGAG 
GAGTGGCACCAACAGCTAGCAAGCCACAGACACCTATACTCCCCTCCCCTGCACTTGCAG 
TAAAAGACCTATCTACAGTTTCATTGAAAAGGGTCTCGTTTGCCGTCGATAAATTCGAAT 
CCGATCCTCCCCAACAACTTCCTTCAAGAACCCCAAAAAAGGGAAACATCCTTATCCCTG 
ATGACATGATAAGCGAGGTTCCTTCTATTTCCGTGGGTATTTCCAGTAGCAACCAATCGG 
CCAAGTCAACCAATTCCAACATTAAGGGACCGTTGTACACTAAGAAGTCTAAAGAATATA 
TACTCGCCCTGGAAAATCAAAAGTTGGCTTTAAGGGAGGCTGCTAAGCATCAGCAAGAAG 
CTCATTTTGCTGCTAATAGAATAGCCTTTGAAGTAGCCAATTTTAAGACTGCTTCGGATG 
GAGGCGGTAAGCTTACTGAAAAGTCATCAGAAGGCACCATTACGAAGCAAAGAGAAGAGG 
TGTCACCTCCAAATGTTGAAGCTGATCGGGAGCTTGAGAATAATAAACTTGCAGAAAACC 
TCTCAAAAGCCGGCATTGATAAGCCCATTCATATGCATGAGCACTATTTCAAGGAACCTG 
ATCAAGATAAGTACCAAGACGGTCATTCTATTGAAAATAACGAAGTTACGCTGGATGTTA 
TTTACACAAGATGCTGCCATTTAAGGGAAATTTTACCCATTCCGTCTACCCTAAGACAAG 
TAAAGGACAAGACAGCTCCCTTGCAAATATTGAAGTTTTTGAACCCTAAGCCTACCTTGA 
TCGATATTCTTTCCTTTTGTGATTTCATCACCATTGCTCCCATTCACACGATTGTTTTCG 
ACAATGTAGCTTTAAACCAGGATATGTTCAGAATAATTATTTCTGCTTTGGTAAACTCCA 
CAGTTTTGGACAAATTGAGTTTAAGAAATGTACGAATCGACCAAGATGGATGGAAATTAC 
TATGTAAGTTCCTTTTGCTAAACAAATCACTGAACAAGCTCGACATTTCCCAAACGAAAA 
TCAAATCTGACCTTGCTGAATCACTATATCGCCATAACATGGATTGGAACTTGTTTACTG 
ACGTCTTGTCTCAGAGATCTCACAAACCTATAGAAGAATTGTTATTCAATGGTATTCAAT 
TTAGCAAAATTCCTTACTCATGCTTTGCACGTTTACTGACATCCTTTGCTACCCAAAAAA 
ACTTTCCAGAATCGGGCATCAGGCTTGGTTTAGCAGGTGCCACTACTTCCAATATCTCTC 
AGGATTGTCTGAAATTTATCTTCAATTGGATGTCTCAATATAACGTCCAGGGTGTGGATC 
TAGCGTTTAATGATCTGTCCACTATGATTAAGCCAATGGTTGGTAAACTATCTGCTCTAT 
CATATGATAACTTAAGATATTTCATTTTGAACAGCACTAATATTTCGACTTCTTATGATT 
TAGCTTTGCTCTTGAAATATCTTTCTAAGTTGCCTAACTTGATTTTTTTGGATTTGAGTA 
ATTTGTCGCAATGCTTTCCTGACATTTTACCCTACATGTACAAGTATTTACCAAGATTTC 
CGAACCTGAAGAGGATACATTTGGATAGCAATAATTTGACATTAAAGGAACTAGCTGTCG 
TTTGTAATATTTTGATTAAGTGCAAATCGCTCTCGCATGTGTCAATGACTAATCAAAACG 
TTGAAAACTTCTATCTAATGAACGGCACAGATTCTCCCGTTCAACAAACTAACACAGACG 
GCGACTTGGATAGTTCGAGCACATTGGACGTTAAGGGCCAATTTGCTAAAAATAGTTTTT 
CATCCACACTTTACGCATTTGCTAGAGACTCTCCAAACTTGATTGGTTTAGATTTTGACT 
ATGATTTGATATCAGAAGAGATTCAATCAAGAATAGCACTGTGCTTGATGAGAAATATGA 
AACGGACCATGGATTCGACTTTCCAGTTAGATGAATTGGATTCGCAAGATGATTTGCTAT 
TCGATGGCTCTTTAGTAACTATGACCGCTGAAAGTGTTTTAGAAAAACTGAACTTGTTAA 
GCGATAAGAGTACAAAGGTCAAAAAAGACACCACGAAGAGATATTTGCTGAAAAAATATA 
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TTGAAAAGTTCCATATCTTGCACCATAATGTTCAGCATACAATAGATACTATGTTCGAAA 
AAAGGAAATCAGGTGAATTGCCATTGCAAGAAAAAGAAAACCTTGTAAGATTACTCCTTT 
TGGAACAAAACTTATGCAATATACTAGAATTGTTTTCGCATAATCCGAATCTGAATGATG 

TCCTTGGATCCAGCAGGGATGATTCGAAGGAAAGTGTTGACTCCAGCGAAGATTCAAAAT 
TACCAGCATTGAAGCACGTTGAATCCGGATACCATGTTCCCGAAGAAAAAATACAACCTG 
AGAATGATGTAATTACAGCAAGACCACATTTAATGGCCACCGATTCTGGTAAAACTATTG 
, ACGTTTTCACAGGCAAACCATTGGTGTTCAAGCATACATCATCTAGTACTTCTGTAGGTT ^ 
GTAAAAAGCAGGAAGAAGAAGAAGGTGAACTACATAAATGGGGTTTCTTCGTTCAGCAGC^ 
AGAGGTCTTTATACCCTGAAAATGAATCAACAAGGCAGACACCTTTTGCATCAGGTGATA 
CGCCTATCAACACAGAAACAGCTGGTAAGTCAACTTCATCTCCTTCAGTTTCAACTTCTA 
ACAATGAAACTGCTACCACTAGTTTATTTAGCCCAGCTAATCCTAAGATTTTACCAAAAA 
TTCCATCCGGTGCTGTCTTAAGATCGGCAATCATGAAGGCTAAAGGTATTGATTCTATCG 
ATGATTTGATTCAGAACGTTAACTCCAACAACATAGAATTGGAGAACATTTATGGTGAAT 
CCATTCAGAATAGCGCTTCGACATTTACACCAGGCGTGGATTCTGATGTATCTGCGCCCA 
ATACCGATAAAGGATCCGTAGAAACATTGCCTGCAGTCTCAACTGACGACCCAAATTGTG 
AAGTCAAAGTCACTGCTACCTATGACAAACTATTAAATAATTTGTCGATGGAGAGGTCAA 
TCAGACTTTGA 

YPL137C, 1276 aa (SEQ ID NO 274) 

MITNTEFDVPVDWLYKGKSRRKTNTKPSRPSTSPASSSSTSSSKNGDNSTSGNRSSNDKP ■ 
RARSSSVSNAALCNTEKPDLKRNDGNTSASDTDNIPLLTPINSGNRSDSADIDNPATVDA 
IDLIDNDDNGSSTQFVRKKRSTSISNAWSSKPRLiAS'SAINATASSSVGKGKHPPISSPS 
NATLKRSNSTSGEKTKRSIFGSLFSKRSTSSSASTAKKPLPWNTSTTENESGGIKAVAT 

PDPRVKEISSPMRGVAPTASKPQTPILPSPALAVKDLSTVSLKRVSFAVDKFESDPPQQL 

PSRTPKKGNILIPDDMISEVPSISVGISSSNQSAKSTNSNIKGPLYTKKSKEYILALENQ 

KLALREAAKHQQEAHFAANRIAFEVANFKTASDAGGKLTEKSSEGTITKQREEVSPPNVE 

ADRELENNKLAENLSKAGIDKPIHMHEHYFKEPDQDKYQDGHSIENNEVTLDVIYTRCCH 

LREILPIPSTLRQVKDKTAPLQILKFLNPKPTLIDILSFCDFITIAPIHTIVFDNVALNQ 

DMFRIIISALVNSTVLDKLSLRNVRIDQDGWKLLCKFLLLNKSLNKLDISQTKIKSDLAE . 

SLYRHNMDWNLFTDVLSQRSHKPIEELLFNGIQFSKIPYSCFARLLTSFATQKNFPESGI 

RLGLAGATTSNISQDCLKFIFNWMSQYWQGVDLAFNDLSTMIKPMVGKLSALSYDNLRY 

FILNSTNISTSYDLALLLKYLSKLPNLIFLDLSNLSQCFPDILPYMYKYLPRFPNLiKRIH 

LDSNNLTLKEL AWCNI L I KCKS L SHVSMTNQISIVENF YLMNGTD S PVQQTNTDGDLD S S S 

TLDVKGQFAKNSFSSTLYAFARDSPNLIGLDFDYDLISEEIQSRIALCLMRNMKRTMDST 

FQLDELDSQDDLLFDGSLVTMTAESVLEKLNLLSDKSTKVKKDTTKRYLLKKYIEKFHIL 

HHNVQHTIDTMFEKRKSGELPLQEKENLVRLLLLEQNLCNILELFSHNPNLNDVLGSSRD 

DSKESVDSSEDSKLPALKHVESGYHVPEEKIQPENDVITARPHLMATDSGKTIDVFTGKP 

LVFKHTSSSTSVGCKKQEEEEGELHKWGFFVQQQRSLYPENESTRQTPFASGDTPINTET 

AGKSTSSPSVSTSNNETATTSLFSPANPKILPKIPSGAVLRSAIMKAKGIDSIDDLIQNV 

NSNNIELENIYGESIQNSASTFTPGVDSDVSAPNTDKGSVETLPAVSTDDPNCEVKVTAT 

YDKLLNNLSMERSIRL 

YPL159C, 1262 bp, CDS: 501-1262 (SEQ ID NO 275) 

AAACAAAGCGATTTGAGTATTACGTTAAGATCTCCATTTGCTATGCTAAATCCTGCCTAC 
TCAAACAGCATTATATCGCTACCAACAGGTGTGGTCAAGAGGTCATTGACTCTTCCTGTC 
GGTATGAAAATTTAAAAATATATAATAACATAAGTTTGCATTCATTAATATTAATATAAA 
TCAACGTATCAACCATAAGAACCATAATCATAATAATTGTTTACCTTAATGGCGATATCG 
CCTTTTATCACCATCGACGATAACAAACGCCTATTCTGTCTACCGTTTCTTTTTTTCGCT 
CGCAATATCAGAATCGTTTATCCCAAAGGGTAGTTATAGCAACTATTTAAATAACTTAGA 
TGTTTCTTTAACTTATTCCGTCATACGTACACAAACACCCGCTAGATATAGCACTCCTTG 
CTGTCGAACATTATAAAGGTGCTTTTAAAACTACTAATCGTATATTCAGCAGGTCAGAAC 
GCAAAGTCGGACGATAAACTATGTTGAAGCTAGCTCGTCCATTTATTCCGCCTTTATCAA 
GGAACAATGCCATTTCTTCAGGAATAGTTCTCACTTCTAGAAGATTTCAGTCTTCCTTTA 
CGTTCTTAAGTAACCAGTCTTTACTATCTAAAAATCAAATGAAATCCAAAAGAAAAAAGG 
GCAGTAAAAAGGCAGCGTACCATCGTCAACCCCCGGAACACGAACATACTGCACCACTTA 
TAAAGCAAAACAAGACAATCACAAAGAAAGAACATAGCGATGTGAGAGGTTCTCATTTAA 
AAAAGAAAAGAAGCGATTTTTCGTGGCTACCAAGAGTACCATCCACCTCACATTTAAAGC 
AGAGTGACATGACCACAAATGTACTCTATTCTGGATATAGACCCTTATTCATCAATCCCA 
ATGACCCGAAGCTAAAGGAAGACACCGGAAGTACGTTATACGAATTTGCGATGAAGCTTG 
AAGATTTAAATGAACCTCTATCACCATGGATTTCCTCTGCCACTGGACTTGAATTCTTTT 
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CAGAGTGGGAGAATATACCTAGTGAACTACTGAAAAATTTGAAGCCTTTTCATCCACCTA 
AGGAAAAATCAATGAACACAAATGAGCTTATTCATGTAAGTGCTAAGAGAAATACATTAG 
TTGACAATAAAACAAGTGAGACGCTTCAGCGGAAAATGGATGAATTTTCAAAGAGAAGAG 
GAAAGGGGAGAAAAAAGTCAGTAGTGACGTTGCTCCAAATGAAGAAAAAACTTGAGGGAT 
GA 



YPL159C, 253 aa (SEQ ID NO 276) 

MLKLARPFIPPLSRNNAISSGIVLTSRRFQSSFTFLSNQSLLSKNQMKSKRKKGSKKAAY 
HRQPPEHEHTAPLIKQNKTITKKEHSPVRGSHLKKKRSDFSWLPRVPSTSHLKQSDMTTN 
VLYSGYRPLFINPNDPKLKEDTGSTLYEFAMKLEDLNEPLSPWISSATGLEFFSEWENIP 
SELLKNLKPFHPPKEKSMNTNELIHVSAKRNTLVDNKTSETLQRKMDEFSKRRGKGRKKS 
WTLLQMKKKLEG 

YPL175W, 1940 bp, exonl : 501-514, intronl : 515-568, exon2 
569-1940 (SEQ ID NO 277) 

ACGTTATTTTCAAAACACATACGAAATCGCTGGACTTTCTCACTAAAGGCTTCCGGAGCC 

TGCGGTTCTTCCATCCCCATCTCTTCCACATATACCGGGGGTTCTGATGGCATTCCTATA 

GCTTGCTCAAAGTCCTGCGAGTTTAGCTCATCTTGTGAGTTATTTGCTGGTTCTTCAACA 

TTCGGAAGAGTAGTGTAGCCCCTAGTATTCACCATATCCTTTGTATACTCATATGCGAAC 

TTGTCTAATACAATGTATACCAAAAATAACAGCTTGAAAAAAATCTCAGGGTCTTTTCAT 

TGAATAATCTCATTCTGGTATTTTAAGTTTTTCGTTTGCAACCCGAGACTGTCGAGCTAG 

AAAATTTCATTGATACGATTTAAAAATAATCGATGCCAGTAATAGCCTCAAAAAACTTAT 

GCAAAAATACGAGATACTATAAACTACAGCTTAGCTAACTCTAACATTATTATATAAAAC . 

AATGGGCTTCAATATAGCGTATGTCTAGCTCACAGCATGTGTTCCAAATACATTAAAGAA . 

GATCTCTTTTGTTGTTGATACTAACCAGTAAAGTTGAGAGTTATAACAATGAAAATAGGA 

TGCTGTGCGACTTTTTTTATCCACAGTTAGGTGGAGTCGAATTCCATATATATCATTTAT . 

CGCAGAAACTAATCGATTTGGGCCATTCTGTCGTCATTATAACTCACGCTTACAAAGATC : 

GAGTCGGCGTACGACATCTTACCAACGGTCTAAAGGTCTATC AGGTACC ATTTTTTGTGA 

TTTTCAGAGAAACCACTTTCCCCACTGTTTTTTCAACATTTCCAATAATAAGGAATATTC • 

TTCTCAGAGAGCAGATCCAAATTGTTCATTCTCATGGTAGCGCTTCCACGTTCGCTCACG 

AGGGAATTCTTCATGCTAATACTATGGGATTGAGAACTGTGTTCAeGGACCATTCACTCT 

ACGGTTTTAATAACTTAACGTCGATTTGGGTGAATAAGTTGCTAACATTTACCTTGACAA 

ACATAGATCGGGTTATATGTGTTTCTAATACATGCAAAGAAAATATGATTGTTAGAACAG . 

AATTAAGTCCTGATATAATCTCAGTAATTGCCAACGCAGTGGTGAGCGAAGATTTCAAAC 

CAAGGGATCCTACTGGTGGCACCAAGAGAAAACAAAGTAGGGATAAGATAGTGATCGTGG 

TCATCGGAAGGCTCTTTCCAAACAAAGGGTCCGATTTACTTACTCGCATAATTCCGAAAG 

TTTGTTCCTCACATGAAGATGTCGAATTTATAGTAGCGGGCGATGGTCCAAAGTTCATAG 

ATTTTCAACAAATGATTGAAAGTCATAGACTACAAAAACGTGTGCAACTCTTAGGCTCTG 

TTCCACATGAGAAAGTCAGGGATGTATTATGTCAAGGTGACATATATTTACACGCTAGTT • 

TAACAGAAGCATTTGGTACAATTCTAGTTGAGGCCGCATCTTGTAATTTGCTAATTGTAA , 

CGACACAAGTCGGAGGAATTCCCGAAGTGTTACCAAATGAGATGACTGTTTATGCAGAAC 

AGACATCCGTTTCTGACCTTGTTCAAGCAACAAATAAAGCTATCAATATCATAAGAAGTA 

AAGCTTTGGACACTTCCTCTTTTCATGATAGCGTGTCTAAAATGTACGACTGGATGGACG 

TAGCCAAAAGGACAGTAGAGATATATACTAATATATCTTCTACTTCTTCCGCTGATGATA 

AAGATTGGATGAAAATGGTAGCAAATCTTTACAAAAGAGATGGAATCTGGGCTT^yVCATC 

TTTATCTGTTATGTGGAATTGTAGAGTACATGCTTTTTTTCCTCTTAGAGTGGCTATACC 

CCAGGGATGAAATCGATCTAGCTCCAAAATGGCCCAAGAAAACAGTGTCTAACGAGACGA 

AGGAAGCAAGAGAAACTTAA 

YPL175W, 461 aa (SEQ ID NO 278) 

MSSSHKVESYNNENRMLCDFFYPQLGGVEFHIYHLSQKLIDLGHSWIITHAYKDRVGVR 
HLTNGLKVYHVPFFVIFRETTFPTVFSTFPIIRNILLREQIQIVHSHGSASTFAHEGILH 
ANTMGLRTVFTDHSLYGFNNLTSIWWKLLTFTLTNIDRVICVSNTCKENMIVRTELSPD 
IISVIPNAWSEDFKPRDPTGGTKRKQSRDKIVIWIGRLFPNKGSDLLTRIIPKVCSSH 
EDVEFIVAGDGPKFIDFQQMIESHRLQKRVQLLGSVPHEKVRDVLCQGDIYLHASLTEAF 
GTILVEAASCNLLIVTTQVGGIPEVLPNEMTVYAEQTSVSDLVQATNKAINIIRSKALDT 
SSFHDSVSKMYDWMDVAKRTVEIYTNISSTSSADDKDWMKIWANLYKRDGIWAKHLYLL^ 
GIVEYMLFFLLEWLYPRDEIDLAPKWPKKTVSNETKEARET 



YPL180W, 2900 bp, CDS: 501-2900 (SEQ ID NO 279) 
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CTCAATGGGAATTGAGTGAAGATCAGTCTGATCGAGAGGAATTTGTACGATTCGTGGAAA 
ACCAGCATTTCGTAGAAAAAGTTGATACGATTTACAACGGTTATAATGAAAGTCTATCAA 
TGATGGACGACCTGACTAGAGAGTTACTACTATGGGAGAAAAAATATTCAAATAACACTA 
ATGCCATTCAATAAACGCAAAACACTGCAATATTATTCTCAACCAAAGTATAACTGTAAT 
GAGGCGAACAAACACATCTATACATATATATACATCTATATGGATATAAAAACGACTAAT 
TCAACGTTGTTTTTATCAACCGAGCTTACTCTTGTACGGGTAACCGCAAGGATAGCTAGT 
TGCGGATGGTATAGCGATTTGGCTGGCACGATGATTAAGGAATCCAAACATCTAATGGAC 
TAGCACATTCTATCGATTTACGGGTCAGGTAAACATAGATATTGGGATATATCATATATC 
CTTACTGAGTAACTATAATTATGGTTCATCGAGGAAGGACTTTGAAGTCAGACACTGATG 
TAACATCTCTTAATGCGTCAACAGTATCACACCAGTCAAAGCCATTTAGACAGTTTTCGA 
CTAGGTCGAGAGCAAAGAGTAACGCAAGCTTCAAAGGTTTGCGTAGAGTTTTAACACATG 
ATGGCACCCTGGATAATGATTATTTTAATAAGCACAACGTTTCTCAGAAATGCAAGAGTT 
CTGATGCACTTTTCAGAAAGCGAACGATTAGTGGGTTGAATATGACAGCTTTAACAAGAG 
TAAAGTCCAATCAAGGAAAAAGATCAGCATCCTTTCATAGTCCGGTGCATAATACGCTGC 
TCAGTCCAAAGAACAGCAGTCATTCTAATACTGGAACTGCTGGTTTCGGCCTGAAACCAC 
GAAGAAGTAAAAGTACCCAATCTGTTCTGAGTCTTCGAGATGCGCAAGAATCTAAAAAGA 
GTGAATCTACTACTGACGAGGAGGTGGAATGTTTTTCGGAAGACAACATTGAAGATGGAA 
AGGTGAATAATGATAAAGTAATAGCCGAGCATGTTATGCCTGAAGAAAAAAAGAATGTGC 
AGCAATTAAATCAGAATGAATTACAATCCCCGGATTCAATAGATGAACAAGAAGAAGATA 
AATCAGGTACTGATGGAAAGGAAAATCATAGAGCTGTATCCTTACCATTACCTCATTTAT 
CTTCCAATAACTATTTCGGAGAATCAAGCCATTCTATAGAACATCAGAAAGATGGAGAAA 
CATCTCCAAGCTCAATTGAAACAAAACTGAATGCAACAAGTGTAATCAATGAAGAGGGGC 
AATCAAAGGTGACGAAGGAAGCTGATATTGATGACTTGTCCAGCCATTCTCAAAATTTGA 
GGGCCTCATTGGTTAAAGCGGGCGATAATATATCAGAAGCACCATATGATAAAGAAAAAA 
AAATTCTTGATGTTGGTAATACCTTAGCTGGACATT^AAAGTAATCAT^AAACCAAGTCATT 
CAGATGAACAGTTTGATCAGGAAGATCACATTGATGCCCCTAGGAGTAATTCATCAAGAA 
AAAGCGACTCGAGCTTTATGTCTCTTAGGAGACAAAGTTCTAAACAACACAAATTATTAA 
ACGAAGAAGAAGATCTAATCAAGCCTGATGATATTTCTTCCGCTGGTACCAAGGATATTG 
AAGGGCATAGCTTACTGGAAAATTATGCGCCTAATATGATTCTCTGCCAGTCGACTGGAG 
TTGAACGTAGATTTGAAAATTCATCATCCATCCAAAATTCGCTTGGGAATGAAATTCATG 
ACTCGGGTGAGCATATGGCTTCAGGTGATACTTTTAATGAACTGGATGATGGCAAATTGC 
GCAAGAGCAAGAAAAATGGTGGAAGATCTCAACTTGGCCAAAATATACCGAACTCTCAGT 
CTACTTTCCCCACCATTGCTAACATCGGTAGTAAAGATAATAATGTACCACAGCACAACT 
TTTCGACCTCCATATCGAGTTTAACCAATAATTTGAGGAGAGCTGCTCCTGAAAGCTTCC 
ATGGTTCAAGAATGAATAATATTTTTCACAAGAAAGGTAATCAGAATCTACTTCTGAGAT 
CCAACGATCTCAACAAAAATTCTGCAGCCCCGGCCTCTCCATTGTCCAACGAACATATTA 
GATCTAGTACGAACTCCGGTAGCGATGCAAACAGACAATCCAACTCAGGTGCCAAATTTA 
ATAGCTTCGCCCAGTTCCTTAAATCAGATGGGATTGATGCAGAATCAAGAACACAAAGAA 
AATTATGGTTGCAGAGGGAGAATTCTATTATGGACTTAAGTTCACAAAATGACGGTAGTG 
ACTCTATCTTTATGGCAGGAAACATTGATGCGAAAAGGGAGTTTGAGAGAATATCCCATG 
AATACTCTAATGTAAAAAGATTTTACAACCCATTAGATGAAGCATTGTTGAGAGTACAAC 
CTATAATAACGGGAAATGCAAATAATATCAGGAAAAAAAGCCATAACGATGCTCAGTCAA 
TCGCACATTCTAGCAGTGATACAGATCATAAGGATGAGGACGATTTGCTCTTTACTAACT 
ATGACAAAAAATTTGATGATCTTTATCCACATCTTGCAAGTGCAAAGATTCAGGCAGTGT 
TGTCCGGTATATGGAAAAGCGAAAGTTACTTATTTAACAAGGATGTTAATCCAATCAACA 
AGAATAGGACAACGAGTACAAACCACAGCGTTGGCCACACTGCTTCACAGAATGCACGTA 
ACTTGCTGAGGGGCCCGATGGGTTCCAGCACGACTTTGCACCACCAACGCGTCATTAACT 
CTCTGCAGCCGACTACGAGGGCAGTGAATCGCAGGATGGAAAATGTGGGCTACATGCATA 
CACAGCCACAACAAAGGTGA 

YPL180W, 799 aa (SEQ ID NO 280) 

MVHRGRTLKSDTDVTSLNASTVSHQSKPFRQFSTRSRAKSNASFKGLRRVLTHDGTLDND 
YFNKHNVSQKCKSSDALFRKRTISGLNMTALTRVKSNQGKRSASFHSPVHNTLLSPKNSS 
HSNTGTAGFGLKPRRSKSTQSVLSLRDAQESKKSESTTDEEVECFSEDNIEDGKVISINDKV 
lAEHVMPEEKKNVQQLNQNELQSPDSIDEQEEDKSGTDGKENHRAVSLPLPHLSSNNYFG 
ESSHSIEHQKDGETSPSSIETKLNATSVINEEGQSKVTKEADIDDLSSHSQNLRASLVKA 
GDNISEAPYDKEKKILDVGNTLAAHKSNQKPSHSDEQFDQEDHIDAPRSNSSRKSDSSFM 
SLRRQSSKQHKLLNEEEDLIKPDDISSAGTKDIEGHSLLENYAPNMILSQSTGVERRFEN 
SSSIQNSLGNEIHDSGEHMASGDTFNELDDGKLRKSKKNGGRSQLGQNIPNSQSTFPTIA 
NIGSKDlSnWPQHNFSTSISSLTmLRRAAPESFHGSRMISn^IFHKKGNQN^ 
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SAAPASPLSNEHITSSTNSGSDANRQSNSGAKFNSFAQFLKSDGIDAESRTQRKLWLQRE 
NSIMDLSSQNDGSDSIFMAGNIDAKREFERISHEYSNVKRFYNPLDEALLRVQPIITGNA 
NNIRKKSHNDAQSIAHSSSDTDHKDEDDLLFTOTDKKFDDLYPHLASAKIQAVIiSGIWKS 
ESYLFNKDVNPINKNRTTSTNHSVGHTASQNARNLLRGPMGSSTTLHHQRVINSLQPTTR 

AVNRRMENVG YMHTQ PQQR 

YPL218W, 1212 bp, exonl : 501-528, intronl : 529-667, exon2 
668-1212 (SEQ ID NO 281) 

TGATACAAGACAGGCATTAGGAAACACATGAGTTTTGCATATGTATTATGCAGGTTCATT 
TGTTCCTTCCCTTATTTCTTTTCATAGTATTTATTTTTATTTATTTATTTATTTTTTTTT 
GGATTTTATTTTATTTCTTTTTTAATGCTAAGAAAGTAATTCCGCATAATTAAACGTGTG 
CTGGCCTCGATAGGTACCTATAGTATACAGAAGCTTACGAAAAGCTCCTGCAGGATGGCA 

CTTCTAAAATTCGCGCTCAACATGGCCGTATTGTACATTATATCGTTCTATCATTATATC 

GTATACGCCCGCATTACCCGACAACTCCGTCTGCAACGCGTTGACCAGAAAACTCGAACA 

AGAGATCGCATAAAT^JVACCAAAAGGAAACGAATTACTTGTCAAATAGTTATTGTAATGGA 

TCCTCTAGAAAGGCAAACAGTAGATTTATTTCCTTCTTTTCTAGAAACATCATTATAACT 

AACAATATATAATTGGAATAATGGCTGGTTGGGATATTTTTGGTTGGTGTATGTTATCAC 

CCTGTTCACGTTTTTCGGATACTTAGTTTTATTCAATGTGGTAAACATTGAATGTTTTCA 

GCTTAAGATCTATTTTTTTTTTTCTAGAAGAAATTGCGTCCTTTACTAACTTTATTTTAC • . 

TGTACAGTCAGAGATGTGTTGGCTTCCCTTGGTCTGTGGAACAAACATGGTAAACTACTT 

TTCTTGGGTTTGGATAATGCCGGTAAGACCACATTGCTACATATGTTAAAGAACGATAGA 

TTGGCAACCTTACAACCAACATGGCATCCAACTTCTGAAGAACTGGCTATTGGTAACATT 

AAGTTTACAACTTTCGATTTGGGTGGTCATATTCAAGCTCGTCGTTTATGGAAGGATTAT 

TTCCCAGAAGTTAATGGTATCGTCTTTTTAGTCGATGCTGCTGACCCTGAAAGATTTGAT 

GAAGCACGTGTCGAATTAGATGCTTTATTCAACATTGCCGAATTGAAGGACGTTCCTTTT 

GTAATTCTTGGTAACAAGATCGATGCTCCAAACGCCGTTTCTGAAGCGGAGCTACGTTCT 

GCTTTAGGATTATTGAATACCACTGGCTCTCAAAGAATTGAAGGTCAAAGACCAGTTGAA 

GTTTTCATGTGTTCCGTTGTTATGAGAAATGGTTATTTAGAGGCGTTCCAATGGTTATCT 

CAATATATTTAA - 

YPL218W, 190 aa (SEQ ID NO 282) 

MAGWDIFGWFRDVLASLGLWNKHGKLLFLGLDNAGKTTLLHMLKNDRLATLQPTWHPTSE 

ELAIGNIKFTTFDLGGHIQARRLWKDYFPEVNGIVFLVDAADPERFDEARVELDALFNIA 
ELKDVPFVILGNKIDAPNAVSEAELRSALGLLNTTGSQRIEGQRPVEVFMCSWMRNGYL 
EAFQWLSQYI 

YPR102C, 1025 bp, CDS: 501-1025 (SEQ ID NO 283) 

TTCTTTACAATTCACCTTGCATTATTGAAGGAGTGCTATTCTTCGTTTTGCCACCCTTTT . 

GCTGTTTTCCCTCATATCACATAATACCCGGAGAGGCTCTTTCCTGCGACAGCGCAACAT 

CCAACCATCCTAAAGGTATGGGTGTACTGACGATGCGATTATTTCATTAAGTTCTGTCTT 

TTTTGTATAAATGAAAAAAGAACGGTGAAATCCATAGAAATACAGAGAGCGACGCAAACA 

GCGCGCAGACTCTACGGGTAATAGACTCACATCCACGTGACCAGTTTCCAATCGAACTTT 

TTCACTTTGCAGGGAATTATTGTTTCACTAGCAAAGGTAGCCCACTTACCACTCAGCTAT 

GCGAAAGTTTCATTGTTTGATACATCTTGATAGTAACCGCAGGCTTCTTTCTTAGTTCAT 

ATTTTATTGTATTTCAACTAATATTATTTTTTTTTCAGTGGAAGGGAAGGTGAACCAAGA 

ACATACAAACATAGCCAAAGATGTCTGCCAAAGCTCAAAACCCTATGCGTGATTTGAAGA 

TCGAAAAGTTGGTCTTAAACATTTCTGTTGGTGAATCTGGTGACAGATTGACCAGAGCCT 

CCAAGGTTTTAGAGCAATTATCTGGTCAAACTCCAGTTCAATCCAAGGCCAGATACACTG 

TCAGAACTTTCGGTATCAGAAGAAACGAAAAAATTGCTGTTCACGTTACCGTCAGAGGTC 

CAAAGGCTGAAGAAATTTTGGAAAGAGGTTTGAAGGTCAAGGAATACCAATTGAGAGACA 

GAAACTTCTCTGCTACCGGTAACTTCGGTTTCGGTATTGACGAACACATTGACTTGGGTA 

TCAAGTATGACCCATCCATCGGTATTTTCGGTATGGATTTCTATGTCGTCATGAACAGAC 

CAGGTGCTAGAGTCACTAGAAGAAAGAGATGTAAGGGTACCGTTGGTAACTCCCACAAGA 

CAACTAAGGAAGACACCGTCTCTTGGTTCAAGCAAAAGTACGATGCTGATGTTTTGGACA 

AATAA 

YPR102C, 174 aa (SEQ ID NO 284) 

MSAKAQNPMRDLKIEKLVIiNISVGESGDRLTRASKVLEQLSGQTPVQSKARYTVRTFGIR 
RNEKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSI 
GIFGMDFYVVMNRPGARVTRRKRCKGTVGNSHKTTKEDTVSWFKQKYDADVIiDK 
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YBL003C, 899 bp, CDS: 501-899 (SEQ ID NO 457) 

TATATGACGGCAAGTGTCTCACTGTTGCATTACGCGATGTTTCTTTTCTTTGTTCTTGTAAG 
CGCGATTTTACCAGAACTAGATGGCGCTCGTGATCCTGAAAACGGGGAGAAATTTTGAGAAC 
ACCGCTTTATTAGGCGAAGCGGTGGGCACAGCTCACGCGTAAGGTGTTCCCATTATTTCTCA 
AAGTGATGCGAATTTCAGAGAACACATTAACCTGGGGGCCATAAACGCGACGTGCTACCATT 
TTCGTTACGTATACTTAGGCCAGAGATTACAACATGACTACTAATATCAAACATAACTCTAT 
ATATAAGGGATGAAGATGTATGCTTTCTTAGAATTTCAAACATGTTCCGTTAAAGTTTTACT 
TTTCGATTTCAATTTCGACTGCATGATGCTTTTCTTAGGTAGTTTTTTGTTATTAAATAGTA 
TCATAAATTCTTGTCTTTTTACATAAGAATTAGGAAAGTACAGAACAAGAGCAAATTTAATA 
TATAATGTCCGGTGGTAAAGGTGGTAAAGCTGGTTCAGCTGCTAAAGCTTCTCAATCTAGAT 
CTGCTAAAGCTGGTTTAACATTCCCAGTTGGTAGAGTGCACAGATTGCTAAGAAGAGGTAAC 
TACGCCCAGAGAATTGGTTCTGGTGCTCCAGTCTATCTAACTGCTGTCTTAGAATATTTGGC 
TGCTGAAATTTTAGAATTGGCTGGTAATGCTGCTAGAGATAACAAAAAAACCAGAATTATTC 
CAAGACATTTACAATTGGCCATCAGAAATGATGATGAATTGAACAAGCTATTGGGTAATGTT 
ACCATCGCCCAAGGTGGTGTTTTGCCAAACATTCACCAAAACTTGTTGCCAAAGAAGTCTGC 
CAAGACTGCCAAAGCTTCTCAAGAACTGTAA 

YBL003C, 132 aa (SEQ ID NO 458) 

MSGGKGGKAGSAAKASQSRSAKAGLTFPVGRVHRLLRRGNYAQRIGSGAPVYLTAVLEYLAA 
EILELAGNAARDNKKTRIIPRHLQLAIRNDDELNKLLGNVTIAQGGVLPNIHQNLLPKKSAK 

TAKASQEL 

YDR442W, 893 bp, CDS: 501-893 (SEQ ID NO 459) ■. 

TGAACGGGTGCAAAATTTACTTTAACACCCAAAAAGTATATGCGTATATATATATATTTATC 
CTTGTTATTTTTGTAAATTGAGCTATGCAACATAAGATTCCTGCGATGTAAGAACTACTTGC 
TAATCAAGAGAACTTCAACAATTTTCCATCGCAGAGACGAAAAAACTGGAAAAA7VATAAAAA 
GAAAAAATTGAAAAAGAATCGCGACTTCCGATTACATAACCTTATACGGAGTATGATACCAT 
TCTTGACATCATCAACACACCATCGCAGACCCACGTGGCCGCTTCGTGTGCCTTGAAAATAC 
AGCCTTAAACGCAATCTCATTCGCGTTCTGTGGAAATTGTCTCGGACTACACGCTGGGCGTG 
CATCACCAGTGAAAATGCCGTACCGCCCCGCTTCCGGTTTTGTTTTTATAAATCCGACTGGA 
GAAATAGACTTCTGGGTTTACACCCCGGAATAATACTAAAACCAAAACTGGTAAATAGGGCT 
ACAGATGAGCAGGAAAACGTTGCCGGAAAAAGTTTATTTATCCGAGAGAATAATTGATGAAG 
AAGTAGCGGTATGCACAGTAGCGGCGGAAGTATTAGCAATTTTTAGTCTGGTGTGCACAAGA 
GTGTTCATCATTTTTTTCACGGCTAGGATATGCCATGGAATATGGCCATCTTCGCCATCAGA 
GAGACCGTACCACACGTTTAGAGCAGCCAGGTTGCGAAACTCTTCTAAGATGGTTTCCAGCA 
ATTGTGTACTATCAGAATGTGGACAGTTTAAAAGGTTGACTGCGAATTTGTCCCAAACCGTA 
TCACCGTCGCATTTTTTGAATTTGATCAAAGCACCACTCCTAATAGCACAGCGATGCTGTGA 

GTGTGCCAGTGGGAACGGGTGCTGA 
YDR442W, 130 aa (SEQ ID NO 460) 

MSRKTLPEKVYLSERIIDEEVAVCTVAAEVLAIFTLVCTRVFIIFFTARICHGIWPSSPSER 
PYHTFRAARLRNSSKMVSSNCVLSECGQFKRLTANLSQTVSPSHFLNLIKAPLLIAQRCCEC 

ASGNGC 

YDR529C, 884 bp, CDS: 501-884 (SEQ ID NO 461) 

GAGTCTCCGGAGTTGACCAAGTCATACAATGTGCTACTGACCAAGAAATGGATCTGTGTAGT 
TCCAAGATCGCATGCCAAGAGTGGACCGCCATTGATGTTAAACATTAACTCCACGGGGTACT 
GTGGTATGATCCTCGTTAAAGACAGAGAAAAACTAGAGAACCTGACTGAAGATCCTCATCTT 
GTGGACAAGTCGTTACTGCAATGCGGTTTCCCCAACACAGCAGGCCAAAAACCAACAGAGTA 
TCACTATTAAGGTCTATTAGCCATATGTACATTGTCTATAGATGTGTAACTGGGCTGTGATC 
TTGTTTTGACCAATCAGGAGCGACGCGCTTTTTATCGGGTCACCCCGGCGGGGGGCCTGACA 
ATTTACTTTCATAGAGCAGTAATAAAAGGGAAGAGATGTAAAAGCTTGGAAAAATAGCAGTA 
AAGGTTGTTGTTGGACAATTTATCAGAATATTAGTAACTGTAATTAAACGTTCCAGAAAGAA 
CAAAATGCCACAGTCTTTTACGTCTATTGCGAGAATTGGTGACTATATTTTGAAGTCACCCG 
TCCTCTCCAAGTTATGTGTTCCAGTTGCCAATCAGTTCATTAACCTCGCAGGTTACAAGAAG 
TTAGGGCTCAAATTTGACGACTTAATTGCAGAGGAAAATCCCATCATGCAGACCGCTTTAAG 
AAGACTCCCTGAAGATGT^TCTTATGCCAGAGCATATAGAATAATCAGGGCTCATCAAACCC^ 
AGTTGACTCATCATTTACTGCCAAGAAACGAATGGATCAAAGCCCAAGAGGATGTTCCTTAC 
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CTGTTGCCATACATATTAGAAGCTGAAGCTGGAGCTAAGGAGAAGGACGAGTTAGACAACAT 
AGAGGTCTCCAAATGA 

YDR529C, 127 aa (SEQ ID NO 462) 

MPQSFTSIARIGDYILKSPVLSKLCVPVANQFINLAGYKKLGLKFDDLIAEENPIMQTALRR 
LPEDESYARAYRIIRAHQTELTHHLLPRNEWIKAQEDVPYLLPYILEAEAAAKEKDELDNIE 

VSK 

YGR085C, 1025 bp, CDS: 501-1025 (SEQ ID NO 463) 

TCCTTACTTTAGTCTATTATCAATATCTCTTCCCCCTCCTAAATATGTACTCTTTTATTTTT 
TTTAATTGTGAAGGAACAATTCAAGTTAGAACTCTTTTGATAGGAAACATTATTTCCTGTGT 
AGCCTAATGTTTAATGCCTAATTTTTTTCTAAAATGCAGCAACATACATATGTTGAGTCGTA 
TAGACATCTATATATAACAAGCACAGAACCGTCTAATTGGTATTTTTCAGGACATTTTAAAC 
ATCCGTACAACGAGAACCCATACATTACTTTTTTTAATATTCTTTTTGTTTTCACCGCCTTC 
TTTTTATTTTTATCCGAAGATCTTTTGGAACCCGCTCTGCGAATAGCGAAGCTAGGATACCA 
AATTGAAACTTGGACATAACTCATCATTAAAGAAGTATACTGTTAAGAGAGGCATTCATTTC 
GTGTATTATAACGTTTAGCATCAGTTACCCTTGAAAGCCCAACATATACAAAAATACGCGTC 
CAAGATGTCTACTAAAGCCCAAAACCCTATGCGTGATTTGAAGATCGAGAAATTGGTCTTGA 
ACATCTCCGTTGGTGAATCTGGTGACAGATTAACCAGAGCCTCCAAGGTTTTAGAACAATTA 
TCTGGTCAAACTCCAGTTCAATCGAAGGCCAGATACACTGTCAGAACTTTCGGTATCAGAAG 
AAACGAAAAAATTGCTGTTCACGTTACCGTCAGAGGTCCAAAGGCTGAAGAAATTTTGGAAA 
GAGGTTTGAAGGTCAAGGAATACCAATTGAGAGACAGAAACTTCTCTGCTACCGGTAACTTC 
GGTTTCGGTATTGACGAACACATTGACTTGGGTATCAAGTATGACCCATCCATCGGTATTTT 
CGGTATGGATTTCTATGTCGTCATGAACAGACCAGGTGCTAGAGTCACTAGAAGAAAGAGAT 
GTAAGGGTACTGTTGGTAACTCCCACAAGACAACTAAGGAAGACACCGTCTCTTGGTTCAAG 
CAAAAGTACGACGCTGATGTGCTCGATAAATAA 

YGR085C, 174 aa (SEQ ID NO 464) 

MSTKAQNPMRDLKIEKLVLNISVGESGDRLTRASKVLEQLSGQTPVQSKARYTVRTFGIRRN 
EKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSIGIFG 
MDFYVVMNRPGARVTRRKRCKGTVGNSHKTTKEDTVSWFKQKYDADVLDK 

YGR106C, 1298 bp, CDS: 501-1298 (SEQ ID NO 465) 

GCAACATTACCACTTTGTACGGAGCGTCAGAAAGAACGCACCTCATCATTATTATGAGAACA 
GTACGATAACTTCTGTCTGAGATACGCTTCGTTGTTATAATACAAGTGAAACCGCCACGGAT 
AATTAGCAGCAATTGAACACAAGGGATATCATTTGTGTGACCTTTGTTCCTCTCATAGTTGC 
TGTGAACCCTTTAGTAACTATTAATGTTTATTTCATGAGACTAGTCAAAACATTCAATAACA 

ACACTGACTATGCTGCAGTTTCCGCAATAGCAAAATTGTGTCACATTACACGAAAGAAAGAA 
AGAACGCTATTTCTTATAAGAGCAAACTGTTGATAAGTTTATAGCAAGAATAAAAAGGGTAA 
AAAGTCATTGATAATAACCACTGCTGTGACTATATATAATAAGAATCGAACTGTAAAGTTAA 
AGCAATGGTGTTCGGTCAGCTGTATGCCCTTTTCATCTTCACGTTATCATGTTGTATTTCCA 
AAACTGTGCAAGCAGATTCATCCAAGGAAAGCTCTTCCTTTATTTCGTTCGACAAAGAGAGT 
AACTGGGATACCATCAGCACTATATCTTCAACGGCAGATGTTATATCATCCGTTGACAGTGC 
TATCGCTGTTTTTGAATTTGACAATTTCTCATTATTGGACAACTTGATGATTGACGAAGAAT 
ACCCATTCTTCAATAGATTCTTTGCCAATGATGTCAGTTTAACTGTTCATGACGATTCGCCT 
TTGAACATCTCTCAATCATTATCTCCCATTATGGAACAATTTACTGTGGATGAATTACCTGA 
AAGTGCCTCTGACTTACTATATGAATACTCCTTAGATGATAAAAGCATCGTTTTGTTCAAGT 
TTACCTCGGATGCCTACGATTTGAAAAAATTAGATGAATTTATTGATTCTTGCTTATCGTTT 
TTGGAAGATAAATCTGGCGACAATTTGACTGTGGTTATTAACTCTCTTGGTTGGGCTTTTGA 
AGATGAAGATGGTGACGATGAATATGCAACAGAAGAGACTTTGAGCCATCATGATAACAACA 
AGGGTAAAGAAGGCGACGATGATATTTTAAGCTCCATCTGGACTGAAGGACTACTAATGTGT 
TTAATAGTTTCTGCGTTGCTATTGTTCATTTTGATTGTTGCACTTTCTTGGATATCTAATTT 
GGATATCACATATGGTGCGTTGGAAAAATCAACAAACCCAATAAAAAAAAACAATTAA 

YGR106C, 265 aa (SEQ ID NO 466) 

MVFGQLYALFIFTLSCCISKTVQADSSKESSSFISFDKESNWDTISTISSTADVISSVDSAI 
AVFEFDNFSLLDNLMIDEEYPFFNRFFANDVSLTVHDDSPLNISQSLSPIMEQFTVPELPES 
ASDLLYEYSLDDKSIVLFKFTSDAYDLKKLDEFIDSCLSFLEDKSGDNLTWINSLGWAFED 
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EDGDDEYATEETLSHHDNNKGKEGDDDILSSIWTEGLLMCLIVSALLLFILIVALSWISNLD 
ITYGALEKSTNPIKKNN 

YGR182C, 854 bp, CDS: 501-854 (SEQ ID NO 467) 

CCAAGTATCATGGGCTTTGGAAATTAGTTTCCCACCGATGAGCGCAACGACTTAGCGAAGCT 
TATGAAATTGGTGACAGCAGCTCTATGAATATGTTCCATGCGTTTCCATTCAGGTTACTAAC 
AATGCATAAATTATGAGTAGTCTTTTTCATCACTATATAAAACCTTTTTCAAACGAAACGCT 
QrprprpTTGTTGGTACTATCTTTGCAGGTGCCTTTGTTTTCCAAACTGTATTTGATACTGCTAT 
TACTTCATGGTACGAGAATCACAACAAAGGAAAATTATGGAAAGATGTCAAGGCTCGAATAG 
CTGCAGGCGATGGAGACGACGATGATGAGTAAACGCTGATTATGTCACACATATACGTGCAA 
ACGCTCTCTCTCTCTCTCAAGCTATATAAGTGGCACTCGTCTTATTTATTATTTTTTTATTT 
TGGCTGGTTGTTCATGTTCAACCCAACCTCATAAAGGCACTCAACTTCATATTTTGACACAA 
ATCTATGTCTCGCCAAAGCGCATTCAAATTTCAGAATGGAAATAGACACGAACGAGCCTGTC 
TGTCAGATGTTCACAAAATCCTTATTATAATTTTATATTCTACTAAAGGAAAAAGAGAATTA 
GGAAAAAGAATAACTCATTTTATGTATATACATATATTTTGTACATATCTATACCAAGCAAG 
TATAGTGCAATACTGTTCTTCGACGTTATTAAACGTAATAGCATTTTCTTGGTATCCTTTGA 
ATCTTATATACAAGTACGAGTACATACTGCGCAGTAAATTGATCCTGATGGTGTGTTTAGAT 
TTCGCCAGAAGCGGAGGCGTTCTGGATTCTGGAGATGTAAGCCTTTGA 

YGR182C, 117 aa (SEQ ID NO 468) 

MSRQSAFKFQNGNRHERACLSDVHKILIIILYSTKGKRELGKRITHFMYIHIFCTYLYQASI 
VQYCSSTLLNVIAFSWYPLNL.IYKYEYILRSKLILMVCLDFARSGGVLDSGDVSL 

YGR183C, 914 bp, exonl : 501-503, intronl : 504^716, ex on 2 : 717- 
914 (SEQ ID NO 469) 

AAATACAAATCCAAGAAACCTCGATGAGGATGACTCTGATGATAATGATGACTCTGATGAGC 
GAGAGATTTGGTAGATTCAAGCCCTCTACTATGTTTTATAGTTGACATATTTGTATATAAAA 
ACTTATACATTATTAAACATTTGCGCGTCGATTGACTTTTATTTATTATTAACAAAGAAGTA 
ATACCAACCTAATTACAAATACTTCGAAGTGACTATCATAAGTTTCCTTATCTAGCGAAGGC 
AACTTTTGAACTCCCCAGTTGTTAATATGTATCATTATACACGACCCAATCAAACGCGGGGA 
AGTCAATGCCGAAAGAATTCTAGGACCTAAAAGCTGCTCAATCCTTGGGCCTTTCCCTAATG 
ACATCCCCTCTCAAACTTTAGCTTAGCAGTTGTATTTAATGTCCTGTCACGGATAGTCAATA 
ATCGTTGAAGGTTGATTTTCATATCCTTCGCAATTTCGTAAAGCAACAATAGCAATACGGAC 
TAAT^TGGTATGTTGGTGTGTGTGTGTGCTGCTTCACATTTCAGGGTTU^AAATGTTATCCGT 
GGAATCTTCCTTAGCCAAGTATCATGGGCTTTGGAAATTAGTTTCCCACCGATGAGCGCAAC 
GACTTAGCGAAGCTTATGAAATTGGTGACAGCAGCTCTATGAATATGTTCCATGCGTTTCCA 
TTCAGGTTACTAACAATGCATAAATTATGAGTAGTCTTTTTCATCACTATATAAAACCTTTT. 
TCAAACGAAACGCTGTTTTTGTTGGTACTATCTTTGCAGGTGCCTTTGTTTTCCAAACTGTA 
TTTGATACTGCTATTACTTCATGGTACGAGAATCACAACAAAGGAAAATTATGGAAAGATGT 
C AAGGCTCGAATAGCTGC AGGCG ATGGAGACGACG ATGATGAGTAA 

YGR183C, 66 aa (SEQ ID NO 470) 

MSFSSLYKTFFKRNAVFVGTIFAGAFVFQTVFDTAITSWYENHNKGKLWKDVKARIAAGDGD 
DDDE 

YKR040C, 1004 bp, CDS: 501-1004 (SEQ ID NO 471) 

GGGCTTTTCCAGTGCCGCGGCCTCGAGATCCAGGCACCAGGAACTAGGCACGCTGTGTATTC 
TAACACATTGAAGGGCCTAGGCCCGCTGACGTGGGGTCTAGTTCCACTTTTTCATTACCTTT 
TCTCGGTCTTTTCTTGCTCCCACAGGCCGTTAATGGCCTGAAACAGTTTTGTGACTTTGGAC 
TTATGATAACGATGTTTGTCCGGGTGCCACCGGATTCTATCGCGGCGAATCAAGTCTAGTCT 
GTTTGCATCCATCAAGGCACTGCTCATTGTGTAAAATTGTTCTACGCTTTTGTCATCAATCA 
TATCTAAACTCACAGCCGCTAGGGTAGGTGTGCCTGGCAGTGGTAAGGTAGCCGGCTCGTCT 
TTGGTCATGCGCCAATACTGTCGAACGGCCCGCGCGTAGCGTTCTTCGGCTTCAACCTTAGA 
GCTGATACCTTTTGCCTGGTCAAAGGCGAAAACGTCTACCTCGCTTTCACTGCTGCTTTCGC 
TTTCATGACTTCGTTTCAAGCGGTCTCTTTCGCTCTCGGTTGTAACACACTTGTAGCCTGCT 
ATGCTTTCACCGTACTCGAAAAGCGTAGCCTCATGACTAGTTGTACCAACGCCCTTTCTTTT 
^rprprprprpTTTCTCTTGACACTTCGGCGTATTCATCGCCACTGGTACAAGCCGTATGGTGCTTT 
TTTGCTCATTTTCGTTTTGACGTTGCGATGGTTTCGCGGACCAATCGCATGGGTGGTGGTGG 
ATGTTGTCTTTGCTAGTTGCAACGTAGTCTTCTTCTCTCCTGCGCTTTCTGACGAAAATTGG 
CCTTACGTATCTTTTTTCGGCGTCGTTGTCGTCATCGCTGTTCATATAATCGTCGTCACTCA 
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TATCGGCGCTTTTACTGCATGCTGTCTTTTGAAGAGAGTTTCATTGAAAAGTAGTGAAGAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAGGAAAAAAGCTTACATACGGAAAGAGAAAAAAAAi^ 
AAGAAATTTTAA 

YKR040C, 167 aa (SEQ ID. NO 472) 

MTSFQAVSFALGCNTLVACYAFTVLEKRSLMTSCTNALSFLFFLLTLRRIHRHWYKPYGAFL 

LIFVLTLRWFRGPIAWVWDWFASCIWVFFSPALSDENWPYVSFFGVVW 

GAFTACCLLKRVSLKSSEEKKKKKKKKKEKSLHTEREKKKKKF 

YOL127W, 1343 bp, exonl : 501-513, intronl : 514-927, exon2 : 
928-1343 (SEQ ID NO 473) 

TCTTATCTTGTATGCCCGATATAGCAACCTTGTTGGTACCAATCTAACGGTTTCCGTACTTT 
GCAATGAAGAGATGAGGAGGCATGGGTCACTTATTTAATATGTACGGGTGTTTACATGGAGT 
TGCTTTCTTTTTTTGTCTCAGCAGTCATTGTGCGCCAAAAAAAGAGAAAACCGTGAGCCGAA 
GTCCACGCTCTGGAGTTAGGCTCTCCCATTACGGAGAGAAGCATTTCCTCAGCCTGGGAGCC 
CCGTTGGAACAGTCAGGCTAAACTGGGCCTTCCTACCCACTGCTTGCTGTTTCTCACTGGAC 
GCACAAGGGGATTTTCTTTCTACCTTCGGCTTGCCTCACTGCGTTGGGGCTTCCCAATGCAA 
CTTCGTTCGTATGCATACAATCTTTTAGATATTATCTTTTAAAATTATTTTAAAACAATTTT 
AAATGTATCTCATATGCTTTTCTTCTGCTGTTGAAAAGGCTAAACAAAGAAGATCAATAAGA 
TAAAATGGCTCCATCTGGTATGTGAACTGCAATATTAATAGCACGAGAAAATTGAGAGGAAG 
ATAGATGGGAACTAGTAGAGTTGATATTGATGAGATACGAAAACCACACGTAAATAAACTAT 
CCGACGACAAGAATAGTGCATTAAGGACTTGATTAAGATATGGTGAGCAACGTAATTATCGG 
GCTCAACAGTTTATTAGCAATCGTTTTGATAGAAGCGTTGATGCTGTGGAAGTTGTTCTTTT 
TACTACCAACAGCCATTAACAAATCCATTAGAGTGTTCGTTCGTTTTTCTGCTCAGATTCAA 
GAAAATTATTCCATCCTCATTATACTTTTTTCTTCTATTTCGTGCTCCACGTCGAGGTATCA 
AGGAACATAGTTTACTAACATTAACGAATTCATCTCCTATGAATTTACTTTTTGTATAGCTA 
AGGCTACTGCCGCTAAGAAAGCTGTCGTTAAGGGTACTAATGGTAAGAAGGCTTTGAAGGTC 
AGAACTTCTGCTACCTTCAGACTACCAAAGACCTTGAAGTTGGCTAGAGCTCCAAAATATGC 
TTCCAAGGCTGTTCCACATTACAACAGATTGGACTCATACAAGGTCATTGAGCAACCAATCA 
CTTCTGAAACCGCTATGAAGAAGGTTGAAGATGGTAACATTTTGGTTTTCCAAGTTTCCATG 
AAAGCTAACAAATACCAAATCAAGAAGGCCGTCAAGGAATTATACGAAGTTGACGTATTGAA 
GGTTAACACTTTGGTTAGACCAAACGGTACCAAGAAGGCTTACGTTAGATTGACTGCTGACT 
ACGATGCTTTGGACATTGCTAACAGAATCGGTTACATTTAA 

YOL127W, 142 aa (SEQ ID NO 474) 

MAPSAKATAAKKAWKGTNGKKALKVRTSATFRLPKTLKLARAPKYASKAVPHYNRLDSYKV 
lEQPITSETAMKKVEDGNILVFQVSMKANKYQIKKAVKELYEVDVLKVNTLVRPNGTKKAYV 
RLTADYDALDIANRIGYI 
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FIG. 2; 

YBL051C_homolog_l 1229bp PathoSeq: 1..1229; CDS: <1..>1229 (SEQ ID 

AGAGAAGGTATTGAAGAGGAGAAAAGGGAGAAAAGAGGTCAATTGGTVAGAACAACA^ 

TCAAATGCTTCTATGGCTTCTTTATTGTCAGCTGCTTCAACTACAGCAGCAACTAAAAATTTGAGT 

GTGGCTGGCACAAATCCTTCTCATACCACTGAAAGAATGTTTTTAAATTTACCTTTTAACAATTCC 

CTGTTCAATGCCCCACCAGTAGAAATTAATTTTAATGATCTTGAAGTTTTGGAATTGTACACTCAA 

TTAGTATTATACCGAGATGATATTACCAAATCTACTTTTGAATTAGCTATATCACCAGCAAATTTG 

AATATTTCTCAACGGAAAATCATATCAATTTTATGTAATTATTTGAATTTATTAGAATTGTTTGAT 

AATGGGTTGATAATAATTAGAAGAAAACCAGGATACATTGCTCAGTGTATAACTCAACAATCTATT 

ATTCCTAATTCTCAACAGGTGTCTGGGCCAACTCACCCGCAACAACATCAACAGAATCAACTTCAA 



CTTAGATC 
CAACAC 



LRSSSSRSFVDVRSTPPTSSFA' 
YHQGVGSQPKTPL 



YBL051C_homolog_2 2 15 3bp public: 1..2153; CDS: 501.. 2150 (SEQ ID 

Saaacaaaaaagaagcacgaactgtgggcaacaacaacaacaagaacaacaaaaaaaaaaaatto 

CTGGAAAATCAAAATTGAACTCCAACCAGCAGCGGCGGCGGCGACAGAAAAATATATTAACAGAAT 

acttttttgtattcaactctctaactctttctattttttttttttttctatatacactgttaaatc 

AATCAACAATAGCAGGATATCCATTCATATACAAATAGATAAACTGTTTAATTAATTAATTAACTG 

atttgatttgggaaaaaacaaattttatatttggagaattgaatttcaatcattttaacaaattca 

AAGCTTTAATTCCCACCTATCAAATTTCATTATTATTTTGTTTTCATTATTTTTTTTTTCCCTTTC 
TTTCTTTCTTTCTTTCTTTTTTGGAACAAAGTAATAGCCGATAAAATAAATAATTCACATAGCCCA 
ATTCATATTACATTGACTTTTGACAAGAGGTATATATAATGGATTTTAGAAATTTATCAACTACAC 
CGAATCAAATGGGCACTGTAATGCAACGTCGTCCCTCTCTATCATCATTATCGTCAGCCTCGGGCT 
ATTCTTCTTCCAATTATGGTGGAAATCCTACACCCAATCCCAACAATTCCAATACCAATAACAATA 
GTAGTGGCAATAGTAATAACAACACTCATGGCAATAACACTCCCAAATTATCAACTCAAAGATTGA 
CAAATAATAGGAATTTACAATCCTTGTGGATAAACCAACCATCTATTGCTCCTTCTAATGTTGTTC 
CTTGGGTGGAACAGCAACAACAACAAACCCTTGATCTGTTGGAAAATAATACTAAAACAGACTCCA 
GTAATGATGCTTCTGCTACTAATAATAATAATGTTAATGTTAATGTTAATGCCAATGCCAATGTTA 
ATGCCAATGCCAATATCCATGCCCAAACCCATGTCAACACAAATGTTAATGCAAACACAACAGCAA 
CTAGTATTAATGCTTCCACGATTTTAAATACTACACCAAGTATTAATGACACTAATGATAATGCCA 
AAAAAATTAATGTTTCCATGATTAGTAATAACAATAACAATAACAGTAACAATAATAACAACAACA 
CTAACAATAGTAGTACAGGAAGTTCTAACATTGCAAACATGCTTCCTTCTGTTTCTAATGCAACGA 
CAATGAATAACAGTAATAGTATCAATAGCACCACAAACAATACTACAATTAACGAAGCTGATGATG 
ACGAGTTAATTCCTACTGCGATTGTGATTAAAAATATTCCATTTGCCATTAAAAAGGAACAATTGT 
TAGATGTGATGACAAAATTAAACTTGCCATTACCATATGCCTTTAATTATCATTTTGATAATGGTG 
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TGTTTCGTGGATTAGCATTTGCCAATTTCACATCTACAGATGAGACATCAGCAGTAGTAAACCAAT 
TGAATGGAAGAGAAATAGGTGGAAGAAAATTACGTGTTGAATACAAAAAAATGCTTCCGGCACAAG 
AAAGAGAACGTATTGAAAGAGAGAAAAGGGAGTUVAAGAGGTCAATTGGAAGAACAACATCGTTCTG 
CATCAAATGCTTCTTTGGCTTCTTTATTGTCAGCTGCTTCAACTACAGCAGCAACTAAAAATTTGA 
GTGTGGCTGGCACAAATCCTTCTCATACCACTGAAAGAATGTTTTTAAATTTACCTTTTAACAATT 
CCCTGTTCAATGCCCCACCAGTAGAAATTAATTTTAATGATCTTGAAGTTTTGGAATTGTACACTC 
AATTAGTATTATACCGAGATGATATTACCAAATCTACTTTTGAATTAGCTATATCACCCAGCATAT 
TTGAATATTTCTCAACGGAAAATCATATCAATTTATGTAATTATTTGAATTTATTAGAATTGTTTG 
ATAATGGGTTGCTACTAATTAGAAAAAAACCAGGATCCATTGCTCAGTGTATAACTCAAAAATCTA 
TTATTCCTAATTCTCAACAGGTGTCTGGGCCAACTCACCCGCACCACCATCAAAAGAATCAACTTC 
ACCAACAGCAACAGCAACACACATCAACATCAACATCCTTAACATTCATCATCGATGATGAACCTT 
CATCAATTGGGTGGTACATTAGCTGTTCCAGCGCACCATGA 

YBL051C„homolog_2 550aa (SEQ- ID NO 288) 

MDFRNLSTTPNQMGTWQRRPSLSSLSSASGYSSSNYGGNPTPNPNNSNTlSnSINSSGNSNNNTH^ 

TPKLSTQRLTmRNLQSLWINQPSIAPSlSrW^PWEQQQQQTLDSLEISnsrTKTDSS 

VNWANANWANANIHAQTHWTNWANTTATSINASTILNTTPSIN^ 

NNSNNMSTNNTNNS STGS SNI ANMLPSVSNATTMNNSNS INSTTNNTTINEADDDELI PTAIVIKNI 
PFAIKKEQLLDVMTKLNLPLPYAFNYHFDNGVFRGLAFANFTSTDETSAWNQLNGREIGGRKLRV 
EYKKMLPAQERERIEREKREKRGQLEEQHRSASNASLASLLSAASTTAATKNLSVAGTNPSHTTER 
MFLNLPFNNSSFNAPPVEINFNDLEVLELYTQLVLYRDDITKSTFELAISPSIFEYFSTENHINLC 
NYLNLLELFDNGLLLIRKKPGSIAQCITQKSIIPNSQQVSGPTHPHHHQKNQLHQQQQQHTSTSTS 
LTFIIDDEPSSIGWYISCSSAP 

YBL0 66G__homolog 3254bp PathoSeq: 1 . . 94/2r4'6 . . 3254 , public: 
95. .2145; CDS: 501.. 3251 (SEQ ID NO 289) ^ 

ATAAAAAAAGAAATACAATTAAAAAAATTTTCCTTCTGTGAAAAGGCAATTTCGGGTCTAGTAGTA 
AACAAAGCTTAATAATTTCTCCCATTCAAATTTACAACGGACGATGCAGAAAGTAGTTTTCAAATT 
CAGTTTCTTTTCTTTTATATATTTTTTCTTACTTTCTCTTCCTTTCTTCCTGACAGTATATTAATA 
. AATATTCTTTTTAACTTATTTTTCAATCAAGAAGGTACTGAAGATATCAATTAACTCTCAGTTAAA 
TCCATATTACCAGTTGTGGAATAATCAGAAGAAAAAAAAAAAAGAGAGAAAAATCACGGGAATTAC 
GTTCTCAACAGAAAATAACAATAATTTTTTTTTATTCATTCCAAGGTATAACAAGAACGTTAGGAA 
TAATATAAAATTATCACCAAAGCTGCCATCAACGTGTGTCGACAACCAATCGACTCCTCCCTTAAC 
TAGAACCATAGAACCTCAACATTTGTTTCTATAGAAAAATGAAGTTTGAAAAAGGTAAAGTGAGAA 
TTTTGCCTAAACCATCCCCTACACCAACCAACCCACAAACCCCATTGCCATTACTTCCAGCTCAAA 
CTAAACCTGTAAACTCAAAAAGAAAATCAGCAGCCAGTACACCTGGAAATGAATCAAAGAAATCAA 
GAAAATCAAATTCTACAGCTTCAACACCCAACAGTGCTACACCAACATCAGTCGGAACACCTCCAC 
AGAAAACTTCCAAACCAACAGGTCATAGGCCAGTGACTTCATGTACTTTTTGTCGTCAACATAAAA 
TCAAATGTAATGCTTCAGATAATTATCCAAACCCATGTGAAAGATGTAAAAAAATGGGTTTGAAAT 
GTGAAATTGACCCCGAATTTAGACCTCGCAAAGGGTCACAAATCCAATCATTGAAACTGGATGTTG 
ATGAATTGAAGGCCAAGATTGAAATGTTGACTAAAAATGAATCTTTGCTCACACAAGCTTTGAATC 
AACACAATTTGAACCACGCTTCGCAACAGCAACAACTGTCTGGATCGCAATCTCAACAACAACATC 
CTCCAAATCCACAACGTGCATTGTCATATACGTCTGCAAACTCATCACCACAAGTTGCATTTAGCA 
ATGCATCGCCAATTCCTTCTGTGACAAGTATTCAACAAAATGCACCGTTGACTCACGAAAATTCCG 
ACAATTCTCCATACGCTTTAAATACACCAGAAAACATTGAAGAATTACAACCAATCTCAGAATTTA 
TTTTGGGTGACGTTACTTTGCCATTAAACAGGGCCAATGAGTTACACGACAAGTTTATGACCACAC 
ATTTACCATTTTTGCCAATAATAATATCTCGATCTGCCACCGAATTGTATCATAAATCTCAATTGC 
TTTTCTGGGCCGTGATTCTTACCGCAAGCTTATCAGAACCAGAACCCAAACTTTATATGTCGTTGG 
CATCCTTAATTAAACAATTAGCAATTGAAACATGTTGGATTAAAACACCAAGATCAACTCATGTTA 
TCCAAGCCTTGATCATACTTTCAATATGGCCGTTACCTAATGAAAAAGTTTTGGATGATTGCTCTT 
ATAGATTTGTTGGATTGGCAAAGAACTTGTCATTACAATTAGGTCTACATCGTGGTGGAGAATTCA 
TTCAAGAATTTAGTCGGAATCAAGTAAGTCTAGGACCTGATGCAGAAAGGTGGAGGACTCGTTCAT 
GGTTAGCAGTTTTCTTTTGTGAACAGTTTTGGTCATCATTGTTGGGGTTGCCACCTTCAATAAACA 
CTACTGATTATTTATTAGAGAATGCTCGTGTTGATAAATCGTTGCCTAAAAATTTCCGTTGTTTGA 
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TTTCGCTATCTATTTTCCAATGCAAATTAGTTAATATTATGGGTATTAGCGTTACTAGACCAGACG 

GTTTATTGGAGCCTCTGAATCGTGCTGGTTCACTTAGTTTATTGGATAGAGAATTGGAAAGATTAA 

GATTTAAACTTCAATTTGAAGAAGGGGGGCCAATTGAAGTATATTATTTGTATATTAAATTGATGA 

TCTGCTGCTTTGCCTTTTTACCAGGTACACCTATCGAGGATCAAGTCAAGTATGTCAGTTTTGCAT 

ATTTATCAGCAACAAGAATCGTGACAATCGTTTCTAAAATGGTGAATGACATTTCATTGATTGAAT 

TGCCAATATATATCAGACAAGCAGTGACATATAGTGTTTTCATGTTGTTCAAATTACATTTGTCAA 

GATATTTGATTGACAAGTATGTGGATAGTGCTAGACAGCTGATTGTTACTGTGCATCGTTTATTTA 

GAAACACGTTGAGTTCCTGGAAAGATTTGCAAAACGATATTTCTCGAACAGCCAAAGTTCTAGAAA 

ATTTGAACATGGTGTTGTATAATTATCCTGAAATATTTTTAAATGATCTGGAAAATGAGGATTCAA 

GTATTATCACCAGAATGAGGTCACATTTGACAGCATCTTTATTCTATGATTTGGTTTGGTGTGTAC 

ATGAGGCAAGAAGACGATCAGTACTTGATAAGGGGAAAAGACAGGCTCAGCCTAACAAGAAAATCT 

TGCCCTTGCCATTTTACAACCAAATCACTAAGGATGATTTCAAGACAATTACCACGACATCACCTA 

ATGGAACTACTATTACTACATTAGTTCCAACTGATCAAGCTATGAATCAAGCAAAACTGAAATCTT 

TTGATTCCAGCAAACCACTTGAAATAAATGGTATTCCCTTACCTATGCTTGAAGCTACTGGTTCAA 

CAAGAGAAGTTTTAGATTCTTTACCCTCGCAATCTTTACCATCACAAGCACCAACTCTTCAGCAGT 

ATCCAATGCAGCAAGATCAACAACAGCAAGAACCATCACAACAACAACAACAAAAGCACCTGCAGC = 

AACTGCAGCAATACCAACAACAGCAGCAATCGAATCAACAGCAACCACATCTTCAACATCAAAGAC 

AGTTTCAACAATCACCACCACCGCAATTTTCAATGATTTCTTCAACGCCGCCCCTTCAGCAACCAC 

CTTTTATTTTGGGAAAGTGACCGTTACCAGAAAGTTATTTGCC7VAAGATTGATGAAATGAATATGT 

CACCAGAAGTAAAACAAGAAAACTCTGTTGCTCCATTTGCATCTCAAATCACCAACTTTTTTGATC 

AACAAAGAAGTGGATGGTTTAATAATGATAACCAAGATGACGACTTTTTGGGTTGGTTTGATGTTA 

ATATGATGCAAGAGAAATAA 

YBL066C_homolog 917aa (SEQ ID NO 290) 

MKFEKGKVRILPKPSPTPTNPQTPLPLLPAQTKPVNSKRKSAASTPGNESKKSRKSNSTASTPNSA 
TPTSVGTPPQKTSKPTGHRPVTSCTFCRQHKIKCNASDNYPNPCERCKKMGLKCEIDPEFRPRKGS 
QIQSLKSDVDELKAKIEMLTKNESLLTQALNQHNLNHASQQQQSSGSQSQQQHPPNPQRALSYTSA 

' NSSPQVAFSNASPIPSVTSIQQNAPLTHENSDNSPYALNTPENIEELQPISEFILGDVTLPLNRAN 
ELHDKFMTTHLPFLPIIISRSATELYHKSQLLFWAVILTASLSEPEPKLYMSLASLIKQLAIETCW 
IKTPRSTHVIQALIILSIWPLPNEKVLDDCSYRFVGLAKNLSLQLGLHRGGEFIQEFSRNQVSLGP 

■ DAERWRTRSWLAVFFCEQFWSSLLGLPPSINTTDYLLENARVDKSLPKNFRCLISLSIFQCKLVNI 
MGISVTRPDGLLEPSNRAGSLSLLDRELERLRFKLQFEEGGPIEVYYLYIKLMICCFAFLPGTPIE ; 
DQVKYVSFAYLSATRIWIVSKMVNDISLIELPIYIRQAVTYSVFMLFKLHLSRYLIDKYVDSARQ : 
SIVTVHRLFRNTLSSWKDLQNDISRTAKVLENLNMVLYNYPEIFLNDSENEDSSIITRMRSHLTAS 

• LFYDLVWCVHEARRRSVLDKGKRQAQPNKKILPLPFYNQITKDDFKTITTTSPNGTTITTLVPTDQ 
AMNQAKSKSFDSSKPLEINGIPLPMLEATGSTREVLDSLPSQSLPSQAPTLQQYPMQQDQQQQEPS 
QQQQQKHSQQSQQYQQQQQSNQQQPHLQHQRQFQQSPPPQFSMISSTPPLQQPPFILANSPLPQTY 

' LPKIDEMNMSPEVKQENSVAPFASQITNFFDQQTSGWF]SnsrDNQDDDFLGWFDVNmQEK 

YBL078C_homolog 908bp public: 1..908; exon 1: 417.. 449, intron 1: 
. 450.. 533, exon 2: 534.. 908 (SEQ ID NO 291) 

TTATTATTACTATGAC AC AC ACTTACTCTCTTCTATGTCTCCGCTTAC ATCAC AC ATC ATACGTTT . 

GAAAACACCCACCCCCTTTTTCTTATCTACAAAAAAAAAATAACAAACTCAGTATAACTACTAAAC . 

CTTTTTTTTTATTTATTTATTTTGTATTTTGTTATATTAATCAAACTATTATCATTCATCTATATA 

TACATCCCCATCGATTCATCTGACATAATAGTATGTATGATCATACAGAGGGAAAATCACCCTTTT 

TATTATTACCAAGGTCTCAATGATTAGTGTGGCTAGCGTCTGTTACTACTTACCCCGTGTTTGTAG 

ATAATTGCCACTCAATCTTTAATTGACCATCGACCACAAAAATAATATGGAAATAATACTAACAGA 

ACTTAGAAACATCACTCATAATGAGATCACAATTCAAAGACGAGCATCCTTTTGGTATGTATTACA 

TGATTTTTAGTCCTCTGAATCTTCTTCCGATCATCATATACTAACATTTTCGTGGGTGTTATTCTT 

TAATAGAAAAGAGACAAGCCGAGGCAGCCAGAATTGCTCAGAGGTTCAAGGATAGAGTACCAGTCA 

TCTGTGAAAAGGTTGAGAATTCCGATATCCCCGAAATTGATAAACGTAAATATTTAGTGCCAGTGG 

ATTTGACTGTTGGTCAATTTGTTTACGTTATTAGAAAAAGAATCAAGTTACCAAGCGAAAAAGCCA 

TTTTCATCTTTGTCAATGACATATTACCCCCAACCGCTGCATTAATCAGTACAATCTACGAAGAAC 

ACAAGGACGAAGATGGTTTCTTATACGTTTTATACTCTGGAGAGAATACTTTTGGCGAGAAACTAG 

CAATTGACATTTCATCATTAGATTTCAGTGATATCCCTGATTATGTTTAA 
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YBL07 8C_homolog 13 5aa (SEQ ID NO 2 92) 

MRSQFKDEHPFEKRQAEAARIAQRFKDRVPVICEKVENSDIPEIDKRKYLVPVDLTVGQFVYVIRK 
RIKLPSEKAIFIFVNDILPPTAALISTIYEEHKDEDGFLYVLYSGENTFGEKLAIDISSLDFSDIP 

DYV 

YBR07 3W_homolog 2891bp PathoSeq: 1..2891; CDS: 501.. 2888 (SEQ ID 

NO 293) 

GTGGCACATCCCAGGAAGTAGAGCATGGACAGTTCGTATGGTATTGCTGTGCATACGATACAAAAA 
AAACAGAAACGAGAAAAAAAATCGATCGTCAACCTTTATCAACTCATCTACAGCAGCAGCAAAGTT- 
CGTCCCTAAATATGAGTCAAGTCCAACAGAAACCCAAATCGTTTGGTAGATTGTATACCATGTACT 
ACTTTCATTTTCCATTTGTTATGCTTACGACAACTGAAACCATGCTACTTCATACGTTTGTATTGA 
TGTTTGCCTTATTGGTTGCCTATGGGATCTACGCTTATTTGCCTTCAAGTATCATGTTTGCAATCT 
CCAGAGCATACTATTATGTTTTTGGCATGGATATTAGTACCATCAACGGTTATGCAAAGTAGCGCT 
GTCTACTTAGTTTTATAGTTTAAAAATTTGTTAATATAAACCCAAAGTTTCTAACAGGCTCTGTTT 
GCTCGACTAAAAAAGAATTTTGTCAAACGCGTATCAGAATGTTTACCCTTTTTTTTTTTACCACAG 
ATCAAATGAATGTTCGACCTAATGCTCCGTTTCGGCCTCCTAGACCAATAAAGGGGGGTGTTGCGG 
TGGTGCAGAAAGTAGTAAAACGAAAATTGCCCACTACCACCAATCCTAAACCTGCAAAGATTTTGA 
CTACCGATCCCGGCTC AAC AAAATACGTGATCCAATGGAGAAAGAAAACTTCAAAGAAGAACAAAA . 
CATGGGACGGTGATGGGTATGCCGTGATTAAACAGGTTGAGAATGGGGCATGCGAGATATCTATCA 
AGAACTCTGATGGCAAACCTATGGGGAAAAGAGTGTTTACTGCGACACCTAACCTTGACGACGTGA 
TTAGTGTGGGACCCTATGAATTAGAATTAGACGAAAAAGTAGGGTCTAACTCAACTCCCCAGACAG 
TGACACGTGTTACCCACCAGTTCAAAAAGGTTGCTCCTCCCACAGCTAGTAGTCGGAAACCGCTTT 
ATGACGACTGTGCCGATGCCATCGCGTTGCCTCCTCCTCCAAAAGCCAAAGATTATGTCAAAGTAA 
ATATCGATCCACATTTGGCAAAAGTGCTTCGTCCGCATCAGGTTGAAGGTGTGAAGTTTATGTATG 
AGTGTTTAATGGGGTACCGTGGGTTTGGCGGGCACGGGTGTTTGTTAGCAGATGAAATGGGGTTGG 
GGAAAACGTTGATGACAATCACTACAATCTGGACGTTGCTCAAACAAAACCCGTTTATGGAAAAAG 
GTGCAGTGGTAAATAAGGTATTGGTGGTGTGTCCTGTCACGCTTATTTCCAATTGGAGACAGGAGT 
TTAGGAAATGGTTAGGTGCTAATAAGCTAAACGTGTTGACGCTCAACAAeCCAATGTCAAACGAGA 
AACAGGATATACTCAATTTTGGAAAGTTGAATGTGTACCAAGTGTTAGTGGTGAATTATGAAAAAC 
TTGTGGCAGATTTTGATGAACTCTCAGCGGTCAAGTTTGATTTGTTAGTGTGTGACGAGGGCCATC 
GTTTGAAGAATAGTGCAAATAAAGTATTGAATAATCTTATCAAGCTCAATATTCCGAAGAAAATTG 
TTTTGACGGGTACGCCGATTCAAAACGAGTTGGTAGAGTTTCACACGTTGATCTCGTTTCTCAACC 
CGGGTGTGCTTCCCGAGCTAAAATTGTTTCAGCGAAACTTTATAACACCTATATCTAGGGCCCGAG 
ATATCAACTGTTTTGACCCTGAAGTGAAGAAACGCGGTGAAGAGATATCGCAGCAGTTGATTGAAT . 
TGACTCAGAGTTTTATTCTTAGACGTACACAAGCGATTTTGGCTAATTACTTGACACAGAAAACTG 
ACATTTTGTTGTTTGTTCCACCTACATCGTTGCAGCTCAAGTTGTTCGACTATATAACCAACTTGA 
AGAAATTTAATCAGTTTGAGGCATTTACCATGATCAATTTGTTTAAAAAGATTTGCAATTCCCCTT 
■ CGTTGTTGGCCGACGACGAGTTATTTAAAAAGATTGTTGAAGAAAAGTTTAATTTGGGGATGGCAT 
CCGGTAAAATAAACATTCTTGTGCCGTTGCTATTGGAAATTGCTTCGCTTGGGGAAAAGATTGTCT 
TAATTTCCAACTACACCAAGACTTTGGACTTGTTGGAACAGGTTTTGCGCAAGGTCAGCCTAACAT 
TTTCGAGATTAGATGGGTCGACCCCCAACAATGTGCGTAGCAAGTTGGTTAATCAGTTTAACACGA 
ACCCCGACATAAACGTATTTTTATTGTCGTCGAAATCTGGCGGGATGGGGATCAACTTGGTCGGGG 
CTTCGAGGTTGATTTTGTTTGACAATGACTGGAACCCAGCGACCGATTTGCAATCGATGTCGCGAA 
TTCACAGAGACGGACAATTGAAACCGTGTTTCATTTATAGGCTATTCACCACGGGGTGTATTGACG 
AGAAAATCTTTCAGCGACAGCTCGTGAAGAACAAATTGAGTTCCAAGTTTTTGGACAATGACGCCA 
CGTCCAAATCTGATGTGTTTGACAATGATGATTTGAAGAATATTTTTGAGATAGATACATCGACAA 
TATCCAATACTCATGATTTATTAGAGTGTGTGTGTGAGGGCGACGGGTCGATGTTGAGTCAGCCAA 
CCATAGAGGAAAGCGAACCACCCCCAAAACAAGCATGGGTTACTGCATTAGAGCTTAAGAAGAAGA 
TTGACGATGGTGAGGCGCTAAAGAGGACGGCTGTTAAATTTGCCTTGAACGATTATCGACACTACA 
ATCCAGAGGTGAACCGTAATTTGGATTTTGATTCTGCGCTACACCGAATTGCTAAGAATTCAAGCT 
ATGAAAATAAGCAATTGCCAATTACATTTATAATGCTGAGAGTAACTAATTAA 

YBR073W homolog 7 9 6aa (SEQ ID NO 294) 

MFTLFFFTTDQMNVRPNAPFRPPRPIKGGVAWQKWKRKLPTTTNPKPAKILTTDPGSTKYVIQW 
RKKTSKKNKTWDGDGYAVIKQLENGACEISIKNSDGKPMGKRVFTATPNLDDVISVGPYELELDEK 
VGSNSTPQTVTRWHQFKKVAPPTASSRKPLYDDCADAIALPPPPKAKDYVKVNIDPHLAKVLRPH 
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QVEGVKFMYECLMGYRGFGGHGCLLADEMGLGKTLMTITTIWTLLKQNPFMEKGAWNKVLWCPV 
TLISNWRQEFRKWLGANKLNVLTLNNPMSNEKQDILNFGKLNVYQVLVVNYEKLVAHFDELSAVKF 
DLLVCDEGHRLKNSANKVLNNLIKLNIPKKIVLTGTPIQNELVEFHTLISFLNPGVLPELKLFQRN 
FITPISRARDINCFDPEVKKRGEEISQQLIELTQSFILRRTQAILANYLTQKTDILLFVPPTSLQL 
KLFDYITNLKKFNQFEAFTMINLFKKICNSPSLLADDELFKKIVEEKFNLGMASGKINILVPLLLE 
lASLGEKIVLISNYTKTLDLLEQVLRKVSLTFSRLDGSTPNNVRSKLVNQFNTNPDINVFLLSSKS 
GGMGINLVGASRLILFDNDWNPATDLQSMSRIHRDGQLKPCFIYRLFTTGCIDEKIFQRQLVKNKL 
SSKFLDNDATSKSDVFDNDDLKNIFEIDTSTISNTHDLLECVCEGDGSMLSQPTIEESEPPPKQAW 
VTALELKKKIDDGEALKRTAVKFALNDYRHYNPEVNRNLDFDSALHRIANNSSYENKQLPITFIMS 

RVTN 

YBR086C_homolog 2643bp PathoSeq: 1..2643; CDS: 501..>2643 (SEQ ID 

AAAGAATTTCAAATTTAGTTTTAGGTGATAATTATCGTTCGTCCTTTCCTAACCTACCAATTTTGA , 

CTTTGTGTACTCATACGATGGTTGTTATTAGTTAAAGTTGCTTTGCTTTGCTTTTCAATTTCAATT 

TCACAATTGAATTTCAGAATAGAATTAGTTTCACCTTTTCTTACAATCGGCTAAGATTTTTTTTCA 

TTCTTCTAATTTAGTTTACAGAATAGAAAGAATAGTTTGCTTGTTTGCTCATATTTACAATCAATT 

GGTTATTGGTGTTTATTATTTTTTTTTGGTTCCTCTTTTTACCCCCCCTTGCGTCTAATTGAGTTA 

TTGTTTGGAATAATTTATTACTTATTCAATATATTTTTTTTCTTCCTTCCCTTCTTCAACTTCTTC 

TTTATACATTTCAATCAACCTTCCAACAATCCTATAATTACTTACTTACCTTCTTCAATTGGATTA 

ATTGGATTTGAATTGTTAC AATTGAATACTTCAACGAGATGACTTTACCAATTC AGGATTT AGAAC 

CTGATTATTATATTTCCGTCAATTATCCTACCACCGATAATGGATCACCAACCCCACAAGCTGAAA 

AATCATTGAAAACATTAATTGATTTATTATACGATAAAGGGTTTGCCGCCCAAATTAGACCTGGTG 

ATTTAGACCATTTGTTAGTCTTTGTTAAATTGTCTTCATACAAGTTTTCTGAAGAAGCTGAAAAAG ^ 

ATTTAATTAAAAATTATGAATTTGGTGTCACGGGTAAAGATGACGTGTTAGCTTCTAAACTTAGAA 

TTATTTATCAATACTTAACTTATCCACAATCAGTTGGTGGATGTGGTATTACTCCTAATTCTGGGG 

ATTGGAAATTTGTCACCAGTATTGTTCCAATTACTAATGCCTTTAATGAAACCACTTTAGTTGAAG 

ATTTAAAAATTAATGTTACTCAACCAAATTTATG AATTGCCACTATC AAAAAGAC ATATGGAGTTG 

AAGTTGCTCTTTATTTTGAATATATAAAACATTACACTTTTTGGTTATTATTGCTTTCTATTATTG 

GTCTTGTATCTCATTTTAGAAAAGATAAACGATTCCTGTTAACTTTTGCCTTTATCAATTTGCTTT 

GGGGGGTTTTATTCCTTGCATCATGGCATAGAAGAGAACAACATTTGGTTAATGTATGGGGTGTTC 

AAAATAGTCATTTAATTGAAGAACATAATTCCGAATTGGCTAAAGTCAATGAAAGATATGAAGAAA 

AATCAACTTATTTCCATGCAAATAATACCAATGGATTCAGATTTTTAAAACAATTGGCATTTATCC 

CCATTGCCTTGGTGTTTGTTGGTGTTTTGATTAGTTATCAATTGAGTTGTTTCTGTATTGAAATCT . 

TTTTAACCGATATTTATGATGGCCCCGGGAAATCTTTATTGACTTTATTACCAACGGTTTTAATCA . 

GTGTATTTGTGCCAATTTTGACCATTGTTTATAATGCTGTCACGGATATTATTATTAAATGGGAAA 

ATCATGATAACCAATATAGCAAAAATAATTCTATTCTTGTTAAAACCTTTGTGTTGAATTTCTTGA 

CTGGTTATGTTCCATTAATCATCACTTCATTCATATATTTACCATTTGCTCATTTGGTGCAACCTC 

ATTTAGGTGATATTAAAACCACTATTGCCACATATGCTGGTGAAAATAGATTCTACACCAAATACT 

TGTTGAAATTAAAGAGTCAAGAAGAATTTAAAATCAATCAAGGTAGATTAGATGCTCAATTCTTTT 

ATTTCATTGTCACAAATCAAGTTATACAATTGGTATTGAAATATATTCTCCCATTGGGTTTAAGAT 

TTGTATTTAATTTTATTGAAACGAAAATTCAGAAGAAACCTCAATTACAAACTAAAGATGATAACC 

CTGATGAATCTATTTGGTTACATAATGTCAGATTATCGTTGAAACTTCCTGAATATAATGTTGATG 

ATGATTTTAGAGGATTAGTTTTACAATTTGGATATTTGATAATGTTTGGTCCAGTTTGGCCATTGG 

CACCATTGGTTTGTATTATTTTCAATTTAATTTTTTTCAAGTTGGATAATTTTAAATTATTGAATG 

GTAAATATTTCAAACCACCAGTTCCAAGAAGAGTTGATTCTATTCATCCATGGAATTTAGCCCTTT 

TCTTGTTAGCATGGATTGGATCAATTATTTCCCCCGTGGTCACGGCATTTTACCGTCATGGTACTG 

CTCCACCAAAATCTATGGGTCAATTTGCCCTTGATAAAGCTAGTGTTCATGTTTCATCCTCAGTTT 

TCTTGGTTTTATTAATGTTTGTTTCAGAACATGGATTTTTGATTTTGAGTTATCTTTTATTTGAAT 

TCTCTTCTTTGTTCAAGAGTCAAGTTGAATGGGAAAATGATTTTGTTGATAATGATATTAAATTGA 

GACATGATTATTATTCTGGGAAAGTAAAACCAACTTATAAAGTCCACTCGGATGAGTTGTGGGAGA 

AGTTTACCCCACAATCAACTTTGAATTTCACTGGTCCTAAACCAACCGCAGAAACTGATGATAAAG 

TTGAAAAAATTGCTTCTACCGAAGATGCTTATCTGACTTCTGCAGAAAAATCTACTACTACTGCTA 

CTT 

YBR086C_homolog 714aa (SEQ ID NO 296) 



10/030019 
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MTLPIQDLEPDYYISVNYPTTDNGSPTPQAEKSLKTLIDLLYDKGFAAQIRPGDLDHLLVFVKLSS 
YKFSEEAEKDLIKNYEFGVTGKDDVLASKLRIIYQYLTYPQSVGGCGITPNSGDWKFVTSIVPITN 
AFNETTLVEDLKINVTQPNLSIATIKKTYGVEVALYFEYIKHYTFWLLLLSIIGLVSHFRKDKRFS 
LTFAF INLLWGVLFLASWHRREQHLVNVWGVQNSHLI EEHNS ELAKVNERYEEKSTYFHANNTNGF 
RFLKQLAFIPIALVFVGVLISYQLSCFCIEIFLTDIYDGPGKSLLTLLPTVLISVFVPILTIVYNA 
VTDIIIKWENHDNQYSKNNSILVKTFVLNFLTGYVPLIITSFIYLPFAHLVQPHLGDIKTTIATYA 
GENRFYTKYLLKLKSQEEFKINQGRLDAQFFYFIVTNQVIQLVLKYILPLGLRFVFNFIETKIQKK 
PQLQTKDDNPDES IWLHNVRLSLKLPEYNVDDDFRGLVLQFGYLIMFGPVWPLAPLVCI IFNLIFF 
KLDNFKLLNGKYFKPPVPRRVDSIHPWNLALFLLAWIGSIISPWTAFYRHGTAPPKSMGQFALDK 
ASVHVSSSVFLVLLMFVSEHGFLILSYLLFEFSSLFKSQVEWENDFVDNDIKLRHDYYSGKVKPTY 
KVHSDELWEKFTPQSTLNFTGPKPTAETDDKVEKIASTEDAYSTSAEKSTTTAT 

YBR093C_homolog_l 1784bp public: 1..607, PathoSeq: 608.. 1784; CDS: 
399.1781 (SEQ ID NO 297) 

CGGTAATTATGTCACAAAAACAAACAATCAACATATTAAATCGTTATCCCAACTTTGTCAGTTTTA 

CTAACACCTTTTATTTTGTGTTATACAAATTGCACAATCAATTACTATAACTTTTTTTTGAAACGT 

GGGCTCTGTTTAGTTTAACTTCTTGTAGTTTTATTATTCCGATTGGGTTAGCTCAATAACTGCATT 

TCGTACAATAATGTTAATTCAATTCTAAATTCCGATGAACCGAACACACAAAA7>ACATCCAGTTCT; 

GGAGAGATTTTTCAAAAeTTCTATTATAAATAGAACCCTATAAGTCCATAATAATTCAATTGAAGG 

attattttcttttcccttttctgattactttcaccaattttcttctctccaaaaaaaacaccttct 
tgatggtttctgtttctaaattaatcaataacgggttgttattaactagtcaaagtgttttccaag 
atgttgctactccgcaacaagcttctgtgcaacaatacaatatactcaattttcttggcggtagtg 

CCCCTTATATTCAAAGAAACGGATATGGGATTTCTACTGATATCCCTGCTGGTTGTGAAATTGCTC 

aaattcaattgtattcaagacatggtgaaagatacccaagtaaaagtaatggtaaaagtttagaag 

CAATTTATGCTAAATTTGAAAACTACAAAGGTACTTTTAAAGGTGATTTGTCATTCTTAAATGATT. 
ACACTTATTTTGTCAAAGACCAGAGTAACTATGCTAAGGAAACTAGCCCAAAAAATTCTGAAGGAA 
CCTATGCCGGTACAACCAATGCCTTGCGTCATGGTGCTGCGTTTAGAGCCAAATATGGATCCTTAT 

acaaggaaaactcaactttaccaatcttcacatccaattctaacagagtacatgaaacttcaaagt 

ATTTCGCTAGAGGGTTTTTAGGTGATGATTATGAAGAAGGTAAAACTGTCAAGTTTAACATCATCT 

ctgaagatgctgatcttggtgccaatagtttgactcctagaagtgcatgttccaagaacaaagaac 

TGAGCAGTAGTACTGCCAAAAAATATAACACAACATATTTAAATGCTATTGCTGAAAGATTAGTTA 

aaccaaacccaggtttgaatttgactacaagtgatgtcaacaatttattcagttggtgtgcttatg 

AAATCAACGTCAGAGGAAGTTCACCATTGTGTGATTTATTCACCAATGAAGAATTCATTAAGAACT 

CTT atggtaacgatctttcc aaatattattctaatggtgctggtaataattacaccagaatcattg • 

GTTCAGTGATTTTGAATTCATCCTTGGAACTTTTGAAGGACACTAAGAACTCTAATCAAGTATGGT 

tatcatttgctcatgatactgatttggaaattttccattctgctttaggattattggaaccagctg 

AAGATTTACCAACATCTTACATCCGATTCCCTAACCCATACGTCCATTCTTCTATTGTTCCACAAG 

gtgccagaatatacacagaaaaacttcaatgtggaaacgatgcttatgttagatacattatcaacg 

ATGCTGTCGTGCCAATTCCAAAATGTGCTACTGGTCCAGGGTTCTCTTGTAAACTTGATGATTTTG 

aaaatttcgttaaagaaagaattggagatgttgactttgttaaacaatgtggtgtcaatagtacct 

ACCCATCTGAGCTTACTTTCTACTGGGATTATAAAAATGTCACTTACAGTGCTCCTTTAGAATTGT 
AA 

YBR093C_homolog_l 461aa (SEQ ID NO 298) 

MVSVSKLINNGLLLTSQSVFQDVATPQQASVQQYNILNFLGGSAPYIQRNGYGISTDIPAGCEIAQ 
IQLYSRHGERYPSKSNGKSLEAIYAKFENYKGTFKGDLSFLNDYTYFVKDQSNYAKETSPKNSEGT 
YAGTTNALRHGAAFRAKYGSLYKENSTLPIFTSNSNRVHETSKYFARGFLGDDYEEGKTVKFNIIS 
EDADLGANSLTPRSACSKNKESSSSTAKKYNTTYLNAIAERLVKPNPGLNLTTSDVNNLFSWCAYE 
INVRGSSPFCDLFTNEEFIKNSYGNDLSKYYSNGAGNNYTRIIGSVILNSSLELLKDTKNSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 
AWPIPKCATGPGFSCKLDDFENFVKERIGDVDFVKQCGVNSTYPSELTFYWDYKNVTYSAPLEL 

YBR093C_homolog_2 1871bp public: 1..1752, PathoSeq: 1753.. 1871; 

CDS: 501.. 1868 (SEQ ID NO 299) ^^,,,,rT, 
GAGTTTTATGGGATTGGGTTTTTCAATTAAAGACTCTTCGTGATAATGCAATACCAAAACCAAAAT 

TTATTTAACGATGCAATAATTATTTCAATGTGAGCTATCCATGAATCAGTGAGAATCTTTATTATG 
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GAAGAAATTGGTCAAAATTTGACAATGTTTAGTAACTTTATATCTTGGTGTTGGGATGGTGCCACA 
AATGGAGATTGTTGAGTGTACATGAAAAATACGTAGTTAAATTTTGTTTCTTGTTTTTATTATTTA 
GCCACTTTTTTATCCGATTCTTCATATTACCTTTGGTAAAGTGATAAGATTAATATCATATTAGTA 
AAACACCCCCAATGATGAATGTTTGTATTTATAGCCAGACTATAAAAATTACGGGGATTTAATTCG 
CGACTCACCCACGTTCTCACACAGTATGTGCTTTTTTCATAAGTATGATTTGAACCCTAAAATATC 
AACTTTCATAATAAACATAATTCTTTCCAGACAACTAAATGGTTGGTTTATCACGAGTACTTAATG 
CTGGGTTTATTCTAAGTGGACAATCTGTTTTCCAGGATGTTGCTGCCCCACATCAAGCATCAATTG 
AACAATATAATATTGTCAAGTACCTTGGTGGCAGCGGTCCATATATTCAAAATTCAGGGTATGGGA 
TTTCTACTGATATACCAGAAAAATGCACTATTGAACAAGTTCAAATGATTAGTAGACATGGTGAGC 
GATTTCCTAGTAAAGGAGATGGGAAATACTTTAATTCAGTGATGGAAGTTTTCAAGAGATATGGTG 
AATTTCATGGAGATTTATCTTTTTTAAATGACTATGAGTATTTCGTTACTAATCCAGATTATTATG 
AAAAGGAGACTACTCCTAAAAACTCAAAAGGTCCATATTTTGGAACTACAAATTTATTACGACATG 
GAGCTTATTTTAGAAAAAGATATCAATCACTATTTGACCAAAAGGAGAAGCTTGTTGTGTTTACTA 
GTAATTCTGGAAGGTGTTATCAAAGTGGTGTCTATTTCGCTCGAGGATTTTTAGGAGATGATTACT 
CAGAAGATACAGTTGAATTTGTTGTTGTTGATGAAGACAAAAAAATGGGTGGTAATTCATTGACAC 
CAAGATACGCTTGTAAAACTTTGAATCAAGATTTACACAAAGATTTGGTGAATCAGTACGATAAGA 
CTTATTTGGACGATATTTTATCTAGATGGCTAGTAGACAATCCTGGATTAGATTTAAGTGCAGATC 
AGGTCTCGTCATTATTTCTTTGGTGTGCCTTTGAGATTAACGTTAGGGGGTATTCTCCATTCTGCA 
...ATCTATTTACAAAAGATGAATTTATCAGAAGTGGGTACCGAAACGATGTTGGTAATTACTATCAAA 
CTGGTCCAGGTAATAATATGACAAAGGTAATTGGCTCACCTATGGTGGAAGCGTCGTTG7VAAATGC 
TTCAAGAAGATTCAAAAATTTGGTTGACATTTACCCATGATACTGATATTGAGATGTATTTGACAT 
CTTTGGGATTGATTGTTCCACCAGGGGATTTGCCCGTTGATCGAGTAGCATTTCCCAATCCATATA 
ATGCAGCAGAATTTTTCCCTCAAGGTGCTAGAACTTACACTGAAAAATTGAAATGTGGTGAAAAGC 
AATATGTTAGATTTATTGTGAATGATGCAGTTTATCCATATCCGGATTGTAGTGGAGGTCCTGGGT 
TTACTTGTGAATTGAATGATTTTATCAAATTAGTTAAAAGTCGTTTACATGATGTTGACTATAAGC 
TTCAATGTGAAGTGGACGGACCAGCGGAATTGACATTTTATTGGGATTATAAAGACAGAAAGTATA 
ATGCGCCGTTAATAGATCAGTAA 

YBR093C_homolog_2 456aa (SEQ ID NO. 300) 

MVGLSRVLNAGFILSGQSVFQDVAAPHQASIEQYNIVKYLGGSGPYIQNSGYGISTDIPEKCTIEQ 
VQMISRHGERFPSKGDGKYFNSVMEVFKRYGEFHGDLSFLNDYEYFVTNPDYYEKETTPKNSKGPY 
FGTTNLLRHGAYFRKRYQSLFDQKEKLWFTSNSGRGYQSGVYFARGFLGDDYSEDTVEFWVDED 
KKMGGNSLTPRYACKTLNQDLHKDLVNQYDKTYLDDILSRWLVDNPGLDLSADQVSSLFLWCAFEI 
NWGYSPFCNLFTKDEFIRSGYRNDVGNYYQTGPGMISrm?KVIGS 

DTDIEMYLTSLGLIVPPGDLPVDRVPFPNPYNAAEFFPQGARTYTEKLKCGEKQYVRFIVNDAVYP 
YPDCSGGPGFTCELNDFIKLVKSRLHDVDYKLQCEVDGPAELTFYWDYKDRKYNAPLIDQ 

YBR093C_homolog_3 1888bp PathoSeq: 1..1656, public: 1657.. 1888; 

CDS: 5 00. .18 8 5 (SEQ ID NO 3 01) 

TGTAGTATAAATAAGGGTATGAAATACCAACATCCCAGAATATCAACGAGATAGAAGAGAGGAGTT 
TCAATATATATCTTGTGAATAATAACTTCGTTCTAATTCACTATACACAACTAGACGTGTACACGC 
TCAATCTCAGGTAAAGAAAGTTTATATTCCATCACTATATAACAACAATCAGGCTTTGCAAAAAAA 
CATTTAAAACTAATACTGGTAATATGGAAATATAACGCCTCGTAGTTCTACGCACGTGGCATCCTT 
TATCTATTTATTCAATTTACCCCTAATTTATGAATTAGCTTAATAAGAGCAGTCAAATTAACACGG 
CTCAATTAATAGTACTTAATAATATGAAGCCGATCAATTAACCGATCCTTTGAATAATTTGAAAAT 
AAAATAAAGTAATATAAATAGGTATGCATTTTCCCTACATTTATTTCCTCTTTCTATTTTAATTTG 
TTTCCTAAACAGCAACAACAACAATTGAAATTCAAAAATGGTTTCTGTTTCTAAATTATTGAACAA 
TGGATTGTTATTAGCTGGTCAAAGTGTCTTCCAAGATGTTGCTACTCCACAGCAAGCTTCTGTGCA 
ACAATATAACATCGTCAATTCTCTTGGCGGTAGTGCCCCTTATATTCAAAGAAACGGATATGGGAT 
TTCTACTGATATCCCTGCTGGTTGTGAAATTGCTCAAATTCAATTGTATTCAAGACATGGTGAAAG 
ATACCCAAGTAAAAGTAATGGTAAAAGTTTAGAAGCAATTTATGCTAAATTTGAAAACTACAAAGG 
TACTTTTAAAGGTGATTTGGCTTTCTTAAATGATTATACTTATTTTGTTACTGATAAAAACAATTA 
CGAAAAGGAAACTAGCCCAAAAAATTCTGAAGGAACCTATGCCGGTACAACCAATGCCTTGCGTCA 
CGGTGCTGCGTTTAGAGCCAAATATGGATCCTTATACAAGGAAAATTCAACATTACCAGTTTTCTC 
TTCCAATTCAGGTAGATGTTACCAAACTTCAAGATATTTTGCTAGAGGATTTTTAGGTGATGACTT 
TAAAGAAGGTAAAACTGTCAAGTTTAACATCATTTCTGAAGATGCTGATGTTGGTGCCAATAGTTT 
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GACTCCAAGAAGTGCATGTTCCAAGAACAAAGAACGGAGCAGTAGTACTGCCAAAAAATATAACAC 
AACATATTTAAATGCTATCACTGAAAGATTAGTTAAACCAAACCCAGGTTTGAATTTGACTACAAG 
TGATGTCAACAATTTATTCAGTTGGTGTGCTTATGAAATCAACGTCAGAGGAAGTTCACCATTCTG 
TGATTTATTCACCAATGAAGAGTTTATCAAATATTCTTATGGTAATGACCTTTCCAACTATTATTC 
TAATGGTGCTGGTAACAATTACACCAGAATCATTGGTTCAGTGATTTTAAATTCTTCTTTAGAACT 
TTTAAAAGACACTT^AAAACTCTAATCAAGTATGGTTATCATTTGCTCATGATACTGATTTAGAAAT 
TTTCCATTCTGCTTTAGGATTATTGGAACCAGCTGAAGATTTACCAACATCTTACATCCCATTCCC 
TAACCCATACGTCCATTCTTCTATTGTTCCACAAGGTGCCAGAATATACACAGAAAAACTTCAATG 
TGGAAACGATGCTTATGTTAGATACATTATCAACGATGCTGTCGTGCCAATTCCAAAATGTGCTAC 
TGGTCCAGGGTTCTCTTGTAAACTTGATGATTTTGAAAATTTCGTTAAAGAAAGAATTGGAGATGT 
TGACTTTGTTAAACAATGTGGTGTCAATAGTACCTACCCATCTGAGCTTACTTTCTACTGGGATTA 
TAAAAATGTCACTTACAATGCTCCTTTAGGTGATTTTTAA 

YBR093C_homolog_3 462aa (SEQ ID NO 302) 

MVSVSKLLNNGLLLAGQSVFQDVATPQQASVQQYNIVNSLGGSAPYIQRNGYGISTDIPAGCEIAQ 

IQLYSRHGERYPSKSNGKSLEAIYAKFENYKGTFKGDLAFLNDYTYFVTDKNNYEKETSPKNSEGT 

YAGTTNALRHGAAFRAKYGSLYKENSTLPVFSSNSGRCYQTSRYFARGFLGDDFKEGKTVKFNIIS 

EDADVGANSLTPRSACSKNKERSSSTAKKYNTTYLNAITERLWPNPGLNLTTSDVNNLFSWCAYE 

INWGSSPFCDLFTNEEFIKYSYGNDLSlSrYYSNGAGNlSrYTRIIGSVILNSSLELLKDTKNSNQW 

SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 

AWPIPKCATGPGFSCKLDDFENFVKERIGDVDFVKQCGVNSTYPSELTFYWDYKNVTYNAPLGDF 

• YBR093C_homolog_4 1886bp PAthoSeq: 1. .102/1038. .1062/1078. .1886, 
public: 103 .. 1037/1063 .. 1077 ; CDS: 501 . .1883 (SEQ ID NO 303) 
ACTACTTAAATTGGCATATCCAAACAAACTTGAAGTAGGAGTTTCCTTATTTTTATTTTGTATTTA 
TATATTTGATTGCGATTAATGTCATAAATTTTAGTTCGGTAATTATGTCACAAAAACAAACAATCA 
ACATATTAAATCGTTATCCCAACTTTGTCAGTTTTAGTAACACCTTTTATTTTGTGTTATACAAAT 
TGCACAATCAATTACTATAACTTTTTTTTGAAACGTGGGCTCTGTTTAGTTTAACTTCTTGTAGTT 
TTATTATTCCGATTGGGTTAGCTCAATAACTGCATTTCGTACAATAATGTTAATTCAATTCTAAAT 
TCCGATGAACCGAACACACAAAAAACATCCAGTTCTGGAGAGATTTTTCAAAACTTCTATTATAAA 
•TAGAACCCTATAAGTCCATAATAATTCAATTGAAGGATTATTTTCTTTTCCCTTTTCTGATTACTT 
TCACCAATTTTCTTCTCTCCAAAAAAAACACCTTCTTCATGGTTTCTGTTTCTAAATTAATCAATA 
ACGGGTTGTTATTAACTAGTCAAAGTGTTTTCCAAGATGTTGCTACTCCGCAACAAGCTTCTGTGC 
AACAATAGAATATACTCAATTTTCTTGGCGGTAGTGCCCCTTATATTCAAAGAAACGGATATGGGA 
TTTCTACTGATATCCCTGCTGGTTGTGAAATTGCTCAAATTCAATTGTACTCAAGACATGGTGAAA 
GATTCCCAACAGC AAGTAGTGGGAAAGATTATGAGAAAATTTATGCTAAATTTAAAAACTACAATG 
GTACATTCAAAGGTGATTTGTCATTCTTAAATGATTACACTTATTTTGTCAAAGACCAGAGTAACT 
ATGCTAAGGAAACTAGCCCAAAAAATTCTGAAGGAACCTATGCCGGTACAACCAATGCCTTGCGTC 
ATGGTGCTGCGTTTAGAGCCAAATATGGATCCTTATACAAGGAAAACTCAACTTTACCAATCTTCA 
CATCCAATTCTAACAGAGTACATGAAACTTCAAAGTATTTCGCTAGAGGGTTTTTAGGTGATGATT 
ATGAAGAAGGTAAAACTGTCAAGTTTAACATCATCTCTGAAGATGCTGATCTTGGTGCCAATAGTT 
TGACTCCTAGAAGTGCATGTTCCAAGAACAAAGAACTGAGCAGTAGTACTGCCAAAAAATATAACA 
CAACATATTTAAATGCTATTGCTGAAAGATTAGTTAAACCAAACCCAGGTTTGAATTTGACTACAA 
GTGATGTCAACAATTTATTCAGTTGGTGTGCTTATGAAATCAACGTCAGAGGAAGTTCACCATTCT 
GTGATTTATTCACCAATGAAGAATTCATTAAGAACTCTTATGGTAATGATCTTTCCAAATATTATT 
CTAATGGTGCTGGTAATAATTACACCAGAATCATTGGTTCAGTGATTTTGAATTCATCCTTGGAAC 
TTTTAAAAGACACCGAGAACTCTAATCAAGTATGGTTATCATTTGCTCATGATACTGATTTAGAAA 
TTTTCCATTCTGCTTTAGGATTATTGGAACCAGCTGAAGATTTACCAACATCTTACATCCCATTCC 
CTAACCCATACGTCCATTCTTCTATTGTTCCACAAGGTGCCAGAATATACACAGAAAAACTTCAAT 
GTGGAAACGATGCTTATGTTAGATACATTATCAACGATGCTGTCGTGCCAATTCCAAAATGTGCTA 
CTGGTCCAGGGTTCTCTTGTAAACTTGATGATTTTGAAAATTTCGTTAAAGAAAGAATTGGAGATG 
TTGACTTTATTAAACAATGTGGTGTCAATAGTACCTACCCATCTGAGCTTACTTTCTACTGGGATT 
ATAAAAATGTCACTTACAATGCTCCTTTAGAATTGTAA 

YBR093C_homolog_4 461aa (SEQ ID NO 3 04) 



10/03001^ 
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MVSVSKLINNGLLLTSQSVFQDVATPQQASVQQYNILNFLGGSAPYIQRNGYGISTDIPAGCEIAQ 

IQLYSRHGERFPTASSGKDYEKIYAKFKNYNGTFKGDLSFLNDYTYFVKDQSNYAKETSPKNSEGT 
YAGTTNALRHGAAFRAKYGSLYKENSTLPIFTSNSNRVHETSKYFARGFLGDDYEEGKTVKFNIIS 
EDADLGANSLTPRSACSKNKESSSSTAKKYNTTYLNAIAERLVKPNPGLNLTTSDVNNLFSWCAYE 
INVRGSSPFCDLFTNEEFIKNSYGNDLSKYYSNGAGNNYTRIIGSVILNSSLELLKDTENSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 
AWPIPKCATGPGFSCKLDDFENFVKERIGDVDFIKQCGVNSTYPSELTFYWDYKNVTYNAPLEL 

YBR181C_YPL090C_hoinolog 1635bp public: 1..938, PathoSeq: 

939. .1635; exon 1 : 500. .505, intron 1 : 506. .930, exon 2 : 931, .1632 

(SEQ ID NO 3 05) 

ATATATATATATTTATGTATTTTTTTATTGTTGTTCAGGAATTTTAAACATGTTCATGAATAATGA 
TAATCTATGAACAAATTAAAGAACTCTTTGGTTTCATTTGCAACCAATGTGCGTGACTTAGGGCTA 
TAGCCCTACTTTTACTTGTACGATACTGCATATTTTGTTGTTGTGCGAATAGTTAGCGTAATAATC 
TTTTTTTTTGTGTGTGTGCGGTTTACTTACTCTTCTTCTCTTCGCACATATTTTATTAGAGCTTAC 
AGTTGTTTGTATAGTGAGAGTTTCACTAACACAAAGCTTCAACAATACTAACAAATTTTCGCACGC 
TGTGGAAGGAGAAACTTACACTGTACACTAGACTACACTGTACACTATACACCACCAACAGAAAAA 
AAAAATTATGAAATTTTCAACCTTGAGAGAAAAAAAAAAGTGGAAAAAAAACTTCTTCTTACATTT 
. AGTTAATTTTCAGACAGGCACAAAGGAATTAAT-CACCATGAAGGTATGTGATTGAATATAACCTAT 
ATGAGTGATTATAATTAGAGTCTTTATTTGGATATTGCAATAATTGGATAATAAAGAAAGAGCATA 
AGAGTAGGAGTTTTAAACAGGATAATTGGATTCAATAAGAGGAAAAATTTTTTATCGTCGTGATTA 
TAACAAATACAAAGAAATTAAGCAATGAAGTGATATAAGCAAATGAAGGACTAGTTTATTAGGGGT 
GACATTTTTAGACTACGTAAAAGTACTTTCGATTCAAGGAAAACCAAATTTTAGTATCTATCAACA 
AACTACAAATCAATTTAGTTAACTTCAATAATGACAATAATTTTAATCACTGAAAACAATAAACAT 
GCAAACAAGCAAAACTAGTCAAGCTTTACGAATCAGTCAATACTAACAATACTTTTTTTTGTTTCA 
TTTTAGTTAAACATCTCATATCCAGCCAACGGTACTCAAAAATCTATGGATATCGATGATGACACA 
AAATTACGTGTTTCTACGGAAAAAAGAATGGGTCAAGAAGTTGAAGGTGACTCAGTTGGAGATGAA 
TTCAAAGGTTACATCTTCAAAATCACTGGTGGTAACGATAAACAAGGTGTCCCAATGAAACAAGGT 
GTTATGCACCCAACCAGAGTTAGATTATTATTATCTAAAGGTCACTCTTGTTACAGACCAAGAAGA 
ACTGGTGAAAGAAAAAGAAAATCCGTTAGAGGTTGTATTGTTGCTCAAGATTTGTCAGTTTTGGCT 
TTGTCTATTGTTAAACAAGGTGACAATGAAATTGAAGGATTAACTGACACCACTGTTCCAAAAAGA 
TTAGGTCCAAAGAGAGCTAACCACATTAGAAAATTCTTTGGTTTAACTAAAGAAGATGATGTTAGA 
GATTTCGTTGTTAGAAGAGAAGTTACTAAAGGTGACAAAACTTACACCAAAGCTCCAAAGATTCAA 
AGATTAGTTACTCCACAAACTTTACAAAGAAAGAGAGCTTTGAAAGCTAAAAAAGTCAAGAATGCT 
CAACAACAAAGAGATGCTGCTGCTGAATACGCTCAATTGTTGGCTAAGAGATTGCATGAAAGAAAA 
GAAGAAAGAGCTGAAATTAAAAAGAAGAGAGCTGAATCTTTAAAGAACTAA 

YBRl81C_YPL0 9 0C_homolog 2 3 6aa (SEQ ID NO 3 06) 

MKLNISYPANGTQKSMDIDDDTKLRVSTEKRMGQEVEGDSVGDEFKGYIFKITGGNDKQGVPMKQG 
VMHPTRVRLLLSKGHSCYRPRRTGERKRKSVRGCIVAQDLSVLALSIVKQGDNEIEGLTDTTVPKR 
LGPKRANHIRKFFGLTKEDDVRDFWRREVTKGDKTYTKAPKIQRLVTPQTLQRKRALKAKKVKNA 
QQQRDAAAEYAQLLAKRLHERKEERAEIKKKRAESLKN 

YCL016C_homolog 1520bp public: 1 .. 1079/1081 1520 , PathoSeq: 1080; 
CDS 501.. 1517 (SEQ ID NO 307) 

GTGACGAGAACTTCTGTCATCTCGAGTCTGCCAACTGCCTCTAACAGCAACAACAATAAGAACAAT 
GATAACGGAGGAGGATTATCCCATACAAACAGAATAGTTGTTGGTGTAGTTGTTGGGGTTGGTGGT 
TCTATATTAATTGGTTTGTTGGCCGTTTTATTTTACTTGAGAAAGAGAAACAACCGTGATTATGAA 
GGTGGATGGACTTTCTGGAGAAAGAATGAGAAATTGGGAAGTGATGAGTTCTTCAATGGTGAATTG 
GGTGTCAGAGACAGAAATATTAATCAAGGATCAAATTTTTAAACAAGGCTTATTTTGGATGAGGGT 
GGTTTTTTTTATAAGTATTTTGTAGTTGAATTTAAAATTTTGTACCTTAAAGTCTTTTAATTTAAT 
TTTAATAAAAAGTGGTGATTTGGCAAACTTCAAGAGTATATTTGGTGAAAAAAAAAAAAAAATTTG 
GAACTGAACGCGTCTAACATCTTATACCTCTAAGCAAAATGTCAGAGTACTCTGTGTATCAACAGT 
TGAATGAAGATACAAACGCAACTAAATATACTTATAAATTACTACAGCTACCATCAAAGATACTAA 
ATCAACTTGAATCCAAGTCAACTAACTTGTATATAAAATCTGATATCAATTCCCTAGCATTATGCA 
CTGATTCAGAAACTTTCAAGTTACGACAAATGAACCATTCCAATACAGTCTTGCTATTGAACAAAG 



107/161 



AACCTGACAACAAGTTAATTGGGTTTCAGAAAACCAGTTATGAATATGAGTTGACAGAAATCAAAG 

GTTCGATCGATACGTCCGATATCCCTATTTTCAACGGACAAACAGCACAGCAACCTATTGATTTGA 
TAGCATTGGAAGATAATTCGATTTGTTCACATCAAGAGTTTTTATCGAATTGGTATGAGTTGGGAG 
GTTGTGAAATTGATAATGGAGCATATATAATGAGTGCAGATATTATTACTGAACTATTATATCTAT 
TAATCACCAAATTGATGAGTTTACAAGTGCACGAGTTTTCTCCGGAAGATGTTTCATCCATCATCA 
CGCCCCCTTATAATGACTCAATGGTAACATCAATCATACACAAATTTTGCACTATAGAAAGTGAGA 
AATATCAATTGAATGATTTAAAAATTACACAGTGGTTTGGCATTGTTGAGATGTCAAAAATCAATC 
ATAAAATGACCGATATTTCAGAGTTCTTATTGAATTGGAAAACTAGTTTGCCGTCATTCTATAACC 
CTCCATTGGACATCAGTCAATTGGCAGGCTATTACTGCTCCCCAATCGAAAACAAAATATTGTATG 
TCGACCCAGAATCTTTATCAGAAAATTTGAGTCAACGATTCAAAGAATTGTTTGAATTGGATAAAA 
GTTGGAACTATGATGAGTTTATTCCATTCATTAAAAAGTTTGTTCCTGCCGGTAAAAAGGTCGACT 
CAATTATTTTAAAGTATGGCAAGAAGAAGAAAGTTGGTAGAGATAGATTTATAGTCTGTCCTAGAT 
AA 

YCL016C_homolog 339aa (SEQ ID NO 308) 

MSEYSVYQQLNEDTNATKYTYKLLQLPSKILNQLESKSTNLYIKSDINSLALCTDSETFKLRQMNH 
SNTVLLLNKEPDNKLIGFQKTSYEYELTEIKGSIDTSDIPIFNGQTAQQPIDLIALEDNSICSHQE 
FLSNWYELGGCEIDNGAYIMSADIITELLYLIilTKLMSLQVHEFSPEDVSSIITPPYNDSMV^ 
.HKFCTIESEKYQLNDLKITQWFGIVEMSKINHKMTDISEFLLNWKTSLPSFYNPPLDISQL^ 
SPIENKILYVDPESLSENLSQRFKELFELDKSWNYDEFIPFIKKFVPAGKKVDSIILKYGKKKKVG 
RDRFIVCPR 

. YCR07 3WA_homolog 710bp PathoSeq: 1..710; CDS: 315.. 707 (SEQ ID NO 
309) 

GGTGGGGTTCCCATTTTAATTTAAAAAAATTTTTTACCATCCAAAGGATTTTATTTACCCAAAGAC 
CAAAAAATTATTATTTGAAATGGGGATTAAAATGGGGATAATTTTATTTTGCCTGATGAAAAGATT 
AGTACCCGTTTGAAAGTCCTGATTCAAATTATGGTCAAGCTAAAAGAGAAATATTTGATTTAATTA 
CTGGTGATAAAAAACCAAGAATTTTCCATGTTGATGAATCATTAATTGATGATTCTCAAGAAGCTG 
CTGATGAATATGAAAAACAATTGATTAATAATTTTGCTAAAAAAGATTCGGTGAAATTACCTTTAT 
TTGATTTATTTTTATTAGGTTGTGCACCGGATGGTCATATTGCTTCATTATTTCCTAATCATGGTG 
AACT^TTGAGAGAAAAATTAGCTTGGGTTTTACCAGTATCAAATGCTCCTCTGGGACCAGAAAATA 
GAATAACTTTATCTATCCCAGTTATATGTCATTCCGCAAGAGTGACATTTGTTGTTGAAGGGTTAA 
CTAAGGCACCAATTATTAAAACCATTATGGAAAGACCAGAAAAAGGTTTACCAAGTTCAATTGTTA 
ATGAAGGTGCTGCTGGTAGAGTGAGTTGGTTTGTTGATGATGATGCATTGAATGATTTGTTTGATA 
- TAACTAAAAAGAAATACAAATATTTATCTATACCTGAACCAAGTCATTAA 

YCR07 3WA_homolog 131aa (SEQ ID NO 310) 

VKLPLFDLFLLGCAPDGHIASLFPNHGEQLREKLAWVLPVSNAPSGPENRITLSIPVICHSARVTF 
WEGLTKAPIIKTIMERPEKGLPSSIVNEGAAGRVSWFVDDDALNDLFDITKKKYKYLSIPEPSH 

YDL010W_homolog 1190bp PathoSeq: 1..1190; CDS: 501.. 1187 (SEQ ID 
NO 311) 

TGTTACAAAACATTCTGTTGGAGAGATAATTGAATTCAAAATTAACGTGTTGAATCCAACATTGAA 
CAATGAATACACGTCCAAGAAAAATTTGACATGATTAGAATCGCGGTCAATTACATTCCCGGAACG 
TCTTGGACTACTTGGATACAACAATGGAAAATGAGGAAAATGAGGAAAATGAGGAAAACGAGGAAA 
ACGAGGAAAATATTTACCGAAGAGTAATTATATTACAAGCATTGAAAGAGGAGAAGTGAACGCCCC 
AAACAGAAACAATACCGAACATCACAAAAAAAAAAAAAGACAACAGCTAAAATTTTTTGGTCAGAA 
CACAACTTTGGAAGAAAGAAAAAAACCGGAAAAAAGAAATTCATCTAAAACACATACACAATATAT 
ATATATATATATAAATATATCCATATACATATGCTTTAATTTAACCTTCCCGCCTTTCTTTTCTTC 
TTTTTGAATTATATCGATTTTAAAAACTACACTTCATCATGGCTGGAGTTAGACAATTAAGAATAA 
TAGCATTAACGGCCTTTGTCCTTGGTTTAATTTTTACTTTACATAAAGTTGGATCCAACGCTGCAT 
CCTTGGTTCATGCACAAGCATCAGACCAACAACCAAACAAACATAACACCAAAAGTACTACATATA 
CCGCCACTAATGACGAATCAGTTGCCAATCTCATTGATTCTAAAAATGATCCTCAAACTGATGACA 
AAATAAATCAAAAAATATCACAAGATCAAGATGAAGCCATCAATGGTAATAAAGACACTAATAAAG 
ACACCACCAAAGTCAAACCAGATAATGGTGAATATGATCCAATATCTGATTTGATAAAAATTAGAT 
CATTATCACCAATGACAATTTTCAGTAAATCATATTGTCCATATTCAAAAAAGATTAAACAATTGT 
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TATTAGAAAAATATGATATAACACCAGCACCAAATGTTGTTGAATTAGATCGATATGAATATGGAG 
CTGAATTACAAAGTTATTTGACAGAGAAGAGTGGGAGAAGAACTGTGCCAAACGTATTGGTTGGTA 
AATCATTTGAAAGTAGGGGTGGTTGTGATGAATTTGAAAAACTTCATAAAGATAATGATTTGATTA 
AATTGTTAGTTGAATGGGGGTCTGGTCGTTTACAAGTTGCAAAGAAGAATACCCCATCAAATGCCT 

AA 

YDL010W_homolog 22 9aa (SEQ ID NO 312) 

MAGVRQLRIIALTAFVLGLIFTLHKVGSNAASLVHAQASDQQPNKHNTKSTTYTATNDESVANLID 
SKNDPQTDDKINQKISQDQDEAINGNKDTNKDTTKVKPDNGEYDPISDLIKIRSLSPMTIFSKSYC 
PYSKKIKQLLLEKYDITPAPNWELDRYEYGAELQSYLTEKSGRRTVPNVLVGKSFESRGGCDEFE 
KLHKDNDLIKLLVEWGSGRLQVAKKNTPSNA 

YDL083C_YMR143W_homolog 1256bp PathoSeq: 1..1256; exon 1: 
501.. 521, intron 1: 522.. 848, exon 2: 849.. 1253 (SEQ ID NO 313). 
AGTGGTTGTTCAATAATGGTAAGTTCTTGGAAATAGCCATTGTTGCTTTCTGGTGGTTAGACTTGT 
AGGAAGTAGAACTGTTTTCCAATGAAAAGTAGTTTTAATTAGAAAAATTTTCAAAGTGCGTGAAGC 
CCAGTCTGAATGTGCGAGGAAGCCCAGTCAGTTAGTAGTGTCCTTCCCTCCACTGTCTGTAATACA 
AAATTTCCCTTAGTGAAAATGCGAAATATATCTGTACTGGGAACCCCCCGGAAAAAAAAAAACCTA 
TGCTCAAAACTATATGTACTGTACACAATCTAGGGCTATAGCCCTAATATTGTACAGGAAGAACTT 
'TAACTATGGTGCGAAGAGCGTTTCCAATTTTTTTTTTTTCAGGTGTAGTCTGTTCTATGGCAATAC 
TGTTGTTAGTAGAGAGTGTCTCGCACTAACAGAACATTTTTTTCAGAACAGGAAAATTTTTGAAAT 
CTAACATCTTTTACTGAAAGCCAAGCATCAACACAATAATGTCAACCCAATCTGTTCAAGTATGTA 
AACGAATTGAAATAAAGAGATAGAGAGATGTTTTATTATCAAAATACGAAAGGAAAGGCAATTAAA 
AAAGGAAATCAAAAAGTCCCAACCTTGCAGTAGAAGAATTGAGGTATATGAATTTGATAGATAGCC 
AGAACGGTGTTACATAAATGGGATATAGAACAAAACTATACGAGGAGTTTGTTTCAACGATCATTC 
AATAACCAGAAAACGATAATATTTTAGCGACCATTAAATGACACTTGAAGGCTCACTGGGCCAATA 
GAATATCTCCATATACACTTTTGAACTATTTACTAAGAATTTACTTTTGTTTCTAGACTTTTGGTA 
AAAAGAAGACTGCCACTGCCGTTGCTCATGTTAAAGCCGGTAAAGGTTTAATTAAAATTAACGGTT 
CCCCAATCACCTTGGTCCAACCAGAAATCTTAAGATTCAAAGTTTACGAACCATTGACTTTGGTTG 
GTTTAGATAAATTCCAAGGTATCGACATCAGAGTTAAAGTCACTGGTGGTGGTCACGTTTCTCAAG 
TCTACGCCATCAGACAAGCTATTGCTAAAGGTTTGGTTGCTTACCACCAAAAATACGTTGACGAAG 
CTTCTAAGAACGAATTAAAGAAAATTTTCGCTTCTTACGATAAGACCTTGTTAGTTGCCGACTCAA 
GAAGAATGGAACCAAAGAAATTCGGTGGTCGTGGTGCCAGAGCAAGATTCCAAAAATCTTACCGTT 
AA 

YDL083C_YMRl43W_homolog- 142aa (SEQ ID NO 314.) 

MSTQSVQTFGKKKTATAVAHVKAGKGLIKINGSPITLVQPEILRFKVYEPLTLVGLDKFQGIDIRV 
KVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEASKNELKKIFASYDKTLLVADSRRMEPKKFGGRG 

ARARFQKSYR 

YDL12 5C_homolog 959bp public: 1..959; CDS: 501.. 956 (SEQ ID NO 
315) 

GTGGTAAGATATAGAAAGCTTACCACTTTGACAAGTTTGAAATAGGATGGGTGAAAATTTGGACAT 
CTTGAATACTTAAAATTCTGAACTTGATCACCAGATCCTTTTCTTTTACATAATTAGATATGATGG 
ATAGGTTAGAATCGTCTTTAAAGAGAAGGTATAATATCTAACTGATTTGGCGAGGTGTTGGAAAAG 
TCACTCCACTGTATATATTCTCGGAGTTTAACGTACTACAGTTCAGTGGGGTGAATACCTAAATAG 
GGGGGTAGAATACGAACTCCTACAAATTTTAAGGAGACTATGACCCGAAAAGAGAAGAAAAATTTA 
TTACTCTAAGAACTTTATATACCTCCACAACTCACTTTTTCTTTAGTTTCATTCTGCTTTTTTTTT 
CTTACACATCTTAAGGTCAAACAATTTAACTTATTAGCTTGTGAAAATCTCACTTCAATTGAAGTT 
CTCTTTCAATTGACATTATAGTATTTCCCAATTCAATTATGGCTTCTCATGCTTCCTGTATATTCT 
GTAAAATTATCAAAGGTGAAATTCCTTCTTTCAAGTTAATTGAAACTGCAAAGACTTATTCCTTCT 
TGGACATTCAACCAATTGCTGAAGCCCACGTTTTAATTATCCCTAAACACCATGGGGCAAAGTTGC 
ACAACATTCCAGACGACTACCTTAGTGACATTTTACCAGTTGTCAAAAAATTGACAAAAGTCTTGA 
AATTGGACGAAAATAATACTCCAGAAGGTGAAGGTTATAACGTTTTACAGAACAACGGAAGAATTG 
CTCATCAAGTTGTTGATCACGTTCACTTCCATTTGATTCCTAAAAAGGATGAGGCTACAGGTTTAG 
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GTGTTGGTTGGCCTGCTGAAGCCACTGATTTTGATAAATTAGGAAAATTGCATGAGAAATTAAAGG 
AAGAATTGGCTAAGGTAGATAATGAAAAATTATAA 

YDL12 5C_homolog 152aa (SEQ ID NO 316) 

MASHASCIFCKIIKGEIPSFKLIETAKTYSFLDIQPIAEAHVLIIPKHHGAKLHNIPDDYLSDILP 

WKKLTKVLKLDENNTPEGEGYWLQNNGRIAHQVVDHVHFHLIPKKDEATGLG 

LGKLHEKLKEELAKVDNEKL 

YDL133CA_YDL184C_homolog 297bp PathoSeq: 1..297; CDS: 220.. 294 
(SEQ ID NO 317) 

CATAATTATTACATATAAACTCGCACTATAATTTTTTTTTTTTCTATTCTGTGTGTGTGTGTGTGT 
GAGAGCCAGAGAAACCAAACTGACTGAGTGATCGTCTCTCAACAATTTATTTCTCCTCGTCTTATT 
TTTTTTCTTTCCTTTCTTTTCCTCTTCTTCTTCTTCTTCTTCTTTTTCTTCTTCTTTTCTTCTTTA 
CCAAAACACTAGTATTTCAACATGAGAGATAAGTGGAGAAAAAAGAGAGTTAGAAGATTAAAGAGA 
AAGAGACGGAAGGTTAGAGCTAGATCCAAGTAA 

YDL133CA_YDL184C__homolog 25aa (SEQ ID NO 318) 
MRDKWRKKRVRRLKRKRRKVRARSK 

YDL13 6W_YDL191W_homolog 13 03bp PathoSeq: 1 . . 13 03 ; exon 1: 

501.. 503, intron 1: 504.. 943, exon 2: 944 13 00 ( SEQ ID NO 319) 

TATTGTCTGATGCTATACGGAATGGGCGTTACAAATATACAAACTTATATTTGAAAGTAAATTCTA 

TTATTTTCTTCTATCGTATGCATACCGATTATTATCACAAGGACAATTGCCTATTGTTGTGTGGAA 

TAAATTTAAAATCCTTCTTATTGGTGTCTAGACTTTGCTTTTTGTGGTGATTAGGGCTTTAGCCCT 

ATCACGTGAAATACTGTATATAAAAAATTCTTTATAGCGCGATAAAAGATATTTTTTTTCCGTATT 

AACAAATATGTGTGAAGTTTTGTCCTGGTGTTTTCTCACTGTTTTTCCTTTTTTTTCTGGTAGTAT 

CAATTAACGCTTAGATCCAATACAGTTTTGGTAACTTGTACACGAACAAAATCTCAAATTTGTTAC 

TGTGTGAACCAACAAGGAAGAGAAAAAAAAAGCCATACAAAAATTTTTCAGTATCAAGGAATTAGA 

AGAGACGTTTAAATCAACAAAGTTCAAATCTATCAACAATGGTATGTTTAATATCGATATTATCGA 

TAGATGTACATGTATCCTAATGGGTTTCATTATTTGGAAAGTTATGTTTATGGGAGTTCTATTTAT 

TAAGATATGGGATAAG7VATTAAAGTATTGGATGAGTAGTACAAGACCAACAAAGAGAAATAGCCCC 

CTTTCCCTCCACTATTCAATATACTCAACAACATTATCAAGTTAAAAGTTCAGAAGATACACGTAA 

ATGAAAAGTTAATACCAAGAAGAATACAAATTACCAGTCCATACCGTGTTTGGGTTTAGATTACTA 

TATTTTACAAGAAACATATTATATGAAATGATACCCAATCCACAGCGACTTTTCAGATAGCCAAAT 

AACTAAGCAACTCAAGATAACATAGGATCATGCATCAATCACAAATGAAACATTAATACTAACTAA 

CTTTTTTTTTATTTATTAGGCCGGTGTTAAAACTTTCGAATTAAGAACTAAATCTAAGGAACAATT 

AGAATCTCAATTGGTTGAATTGAAACAAGAATTGGCCACTTTAAAAGTTCAAAAATTACAAAGACC 

AAGTTTACCAAGAATTCACACTGTTCGTAAAAACATTGCTAGAGTATTGACTGTTATTAACTTGAA 

TCAAAGAGAAAATGTTCGTGCCTTTTACGCTGGTAAAAAATACATTCCAAAAGATTTAAGAGCTAA 

AAAGACTAGAGCTTTAAGAAGAAAATTGACTAAATTTGAAGCTTCTCAAGAAACTGAAAAAGCTAG 

AAAACAAAGAATTGCTTTTCCACAAAGAAAATTTGCTATTAAAGCTTAA 

YDLl36W_YDL191W_homolog 12 0aa (SEQ ID NO 32 0) 

MAGVKTFELRTKSKEQLESQLVELKQELATLKVQKLQRPSLPRIHTVRKNIARVLTVINLNQREW 
RAFYAGKKYIPKDLRAKKTRALRRKLTKFEASQETEKARKQRIAFPQRKFAIKA 

YDL167C_homolog 2690bp PathoSeq: 1..1640, public: 1641.. 2690; CDS: 
501.. 2687 (SEQ ID NO 321) 

CTCTGTGTAAATTGATGAAATCCACACAATAAAAATTTTCTTTCTTCTTTTAAGAACCTAAAAACA 
GAATCAACATTATTTGCCCCATACATATCCAAGAATTAAATACTTATTAGTTCTAAGTGGAATAGA 
AGAGAATCAAACTTAACATTACTGTTACGCAACGTCAAGAGGGCATTTTTTTTAGTTTTAATTTGT 
TTCATTTCAATTGAATCTTTAAGAATCACCGAGTATACATACTTTCTTTTGTATTTTATCAGGGAA 
GCCACATCCAACCACCAGTTACATCCCACAAAATCCCTTAATCTTGTTCTTAGTTGTATTATTAAT 
CTATTGAATTTAAGTTTGATATGCGAGAGAATATTGTGGATTGTATAAGTTTTGAACTGGACTTGA 
ATACTTTGAGGGGCTTAATCATATATTGCATTTTATACCCTACTCGCGGTGTTGCTTACCACACTG 
ACTAGTATGATCTTTCTGAGATTTCTAGCCAATAAATTATGAGTGATATTTATATTATTATTCATA 
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TTTCTACTACCTGTGATGACTCGCCGACATTTGTCACTAAGGATTCTTCCGAGTTAATTGAATTTG 
CTTGGGAAACAGTCGATAGTGTCACTTTGGAAACTTTATACAAAGGATCAAACTTGGTTCGTCCAA 
CCAACACACCTATCACACCTTACTGCTCGAAGATTCATAGAATAACATGGGACAATGTCAAAAATG 

CTGGGTCGTTCAAAGACGCCATCACAAACTTTGATCAATACGTACAAGAACACATAATTTCCAAGA 
AAAAGGAGTTTTCAATTGTGATGTTTGACATTTCCAAATTGAGAGTTCAGTTGGTTCGTGAAGCTA 
GAGACAAATCCGTGGTTTTACCCTCGTATCTACAACATCCAAGGATTTTTGATTTACCAAGAGAAT 
ATTTAAATTGGCAATCTAGCCACCCTGAAACATTATCATACCCCCCAACTTCTTTAACTAATATTA 
TTACTGCATTAGAAGTTGAGGTTGAGAATATATCTGAATATGTCGACTTGCCAAACTTTTCTTCCA 
CACCATCACCATCAAAAGCTTCAGCAACAACGACGACGACAACTGCAAATGTCACAGCCATTGACG 
TCCTTTCCAGTGAAACAGAACCAAATGGTAAAGTCATTGCAAATTTGCACGCCAAAATTGCCAAAC 
AATTGATCAAAAAATCCATCCCTGTTGAGAATCACCCTAATGTATTTACAAGACCTTTTGATTCGG 
CTCAAGATATCACTGCTTTTACATCAGAAAGATCAAAAGTACTCTATCTTTCCAACTTGCCAAACG 
ACACCACACAATCAGAGTTGGAATCATGGTTCACTCAGTATGGTGGAAGACCAGGTGGGTTTTGGA 
CTTTTAAGTCTGCAGATGATAACAATAATAATAACAACAACAATAGCAATGGCGGGAAAGGATATC 
AGAATGCGAGAAAATATGGTATTTCAGGGTTTGTGGCCTTTAATACTCATGAGGAAGCAGTTGATT 
GTTTAGCTTTGAATGGGAGAGTGTTGAATGATCGTCCTATTGAAGTTCAAGCGTCTTCTAGTAAAG 
TGTTTGATATGGCCATGGATAAATTGTTGTTGACTCTGTTCCCACTCTCAAAGAACAGACCTAGAC 
CCGGGGATTGGACTTGTTTATCTTGTGGGTTTTCCAATTTCCAGAGAAGAACACACTGTTTCAGGT 
GCTCTTTTGCGGCAGTGGCGTTTCAGGATGTTTTTAACAGTAATACAGGCAATGCCAACGGTAATG 
GCAATGTTAGCGGCAACCACAACCACAACCACAATAGTGGAGCTCGCCGTGGCATGAATTTACAGC 
CTGCTCAAGCTAATGAGAAAATTGGAACAGGCAATATTAGTATTCCTTCTTACAACGATCCAATCA 
AGGGTCCAAGAGGTAATGTCACTAATCACCTCAACAATTCTGAGACCAATTTACTGAACAACACTA 
ATCTTAACAACAACAATCATCATAGTAATAATTATCACAATAACTACCATCACCACAACAACAATA 
ATAACAATCATGGGAATAGCAATGGTAACACCATACATGGTCGTTCCCATTATAACAATAGTGTTC 
CATTTAGAGCAGGTGACTGGAAATGTGAAAATTGCATGTATCACAATTTCGCCAAAAATTTGTGTT 
GTTTAAAATGTGGTGTCGCCAAACCTGCTATTAACAATCAACAAAATAATACAATTCATTCGGTGA 
ATTCAACGGCCGCTGCCATAGCTGCAGCAACAGCCAGTGGTCAACCTTTAAACTTGAATAATAATG 
CATTTTTGAACCTTCAGCAACAACAGTCTCAGTCACAACCCCAAGGTGAGCACCATTACAACCAAC 
ATTCTCGTAACAACAATGCTTCTGGGGCATCAAAGTTCAACAATGGCTACAACCCAAAGAATCAGT 
ATTACAATAATAATAGCAAGAATCTTAGCAACAATTTTGGTCTTAATGGTATGCATCAGCAAAACC 
AAAATCAAATTTTGATGTATTCACAACAATTGCAACAACAACAGCAACAACAACAGCAACAACAGC 
AACAACAGCAACAACAGCAACAACAGCAACAACAGGAACAACAGCAACAGCAACAACATGATTTAA 
ATGGAAGTAGGTCTTCCCATCAACTGAAACTTCAATTGAATAATACTTGA 

YDL167C_hpmolog 729aa (SEQ ID NO 322) 

MSDIYIIIHISTTCDDSPTFVTKDSSELIEFAWETVDSVTLETLYKGSNLVRPTNTPITPYCSKIH 
RITWDNVKNAGSFKDAITNFDQYVQEHIISKKKEFSIVMFDISKLRVQLVREARDKSWLPSYLQH 
PRIFDLPREYLNWQSSHPETLSYPPTSLTNIITALEVEVENISEYVDLPNFSSTPSPSKASATTTT 
TTAWTAIDVLSSETEPNGKVIANLHAKIAKQLIKKSIPVENHPNVFTRPFDSAQDITAFTSERSK 
VLYLSNLPNDTTQSELESWFTQYGGRPGGFWTFKSADDNNNNNNlSnS^ 

FNTHEEAVDCLALNGRVLNDRPIEVQASSSKVFDMAMDKLLLTSFPLSKNRPRPGDWTCLSCGFSN 

FQRRTHCFRCSFAAVAFQDVFNSNTGNANGNGNVSGNHNHNHNSGARRGMNLQPAQANEKIGTGNI 

SIPSYNDPIKGPTGWTNHL2S[NSETNLSNNTNIiNlSnsn>JHHS]S^ 

GRSHYlSnsrSVPFRAGDWKCENCMYHNFAKNLCCLKCGVAKPAINNQQlSnSITI^ 

GQPLNLNNNAFLNLQQQQSQSQPQGQHHYNQHSRNlSnxrASGASKFN^ 

GLNGMHQQNQNQILMYSQQLQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQHDLNGSSSSHQSKLQL 
NNT 

YDR23 8C_homolog 3359bp public: 1 . . 14 67 /1469 . . 3 040 /3 042 . . 3359 , 
PathoSeq: 1468/3041; CDS: 501.. 3356 (SEQ ID NO 323) 

AATAGCATTGAACAAGAAGAAGAGGACAACGATAGACCAAGGTTGGTTTTAGCCAATCCTGATTAT 
GATAGTGATGACAGTTCATAGACAATTTACAGCCTTAAATGGATATATATGTATATTTAATAATAA 
AGGACTTGTTTTTTTTAGTAACTAGTGTGATCTCTTTTCTGGGTGTACATTTCGGATAGCCAACCA 
GGTTATATTTTAGCAGTTTATAGACAGTGTTATCGATGGGTAATATAAATAAAAGCTCATTGAATA 
CTATCTAGTGAAAAGTCGTGTGTAAATCGATTTGAAAAATATAAAACCATACACGTAAATGAAATG 
TGTGTGAAAGTACAACCAACAACGAAAAAGAACAAAAAAAAAATGTTGTCCGCCAAAAAAAAAAAG 
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AGAACAACAAATCAAAGTTTCAAGACTATCTCAAATCTTGTTGTCACCATAACTATCAATTGTTCA 
CCTCTTGAACCAACATCAAATTGAATAAACATAGGATCATGAGTGACAGTGGTTATACATTAATCT 
ATGAGCCTAATACGGCTACGAAAGTATCTGTCAATGAATTTAAAAATTTGTTGGAAAAGGGTAAAG 
ATGATGTGAAAGTAGATACCATGAAGAAGATTTTGATTACCATATTAAATGGAGACCCCTTACCTG 
ACTTGTTGATGCATATAATCAGATTTGTCATGCCTTCCAGAAATAAAGAATTGAAAAAGTTGTTGT 
ATCATTATTGGGAGGTTTGTCCAAAAATGGATGAATCAGGTAAAATGAGACATGAAATGATTCTTG 
TGTGTAATGCCATCCAACGTGATTTACAGCATCCAAATGAATATATTCGAGGCAATACTTTGAGAT 
ATTTGACGAAATTGAAAGAGCCAGAATTATTGGAAACTTTAGTTCCTAATGTCCGTCAATGTTTAG 
AACACCGTCATGCCTATGTCAGAAAAAATGCTGTTTTCGCATTATGGTCTATTCATAAAGTCAGTG 
ATCATTTAGCTCCTGATGCTGACGAGTTAATTTACAGATTTTTGTATGAGGAAAACGATTCTGTTT 
GTAAAAGAAATGCTTTTGTTTGTCTTGGAGACTTGAATAGAGAAGCTGCTTTGCAATATATTCAGG 
ATAATATTTCAGTTATTGAGACTTTGGATCCATTGATACAATTGGCTTTTATTGAGTTTATCAAAA 
AGGACTCTATTCAAAATCCAGCTTTAAAGCAACAATATGCCCAATTAATGACAGAAATTATTGAAA 
GCTCTTCAAATGTTGTTATGTATGAAGCTGCTAACACGTTGACTGTTTTGACTTCAAACCCACAAT 
CAATTTTGTTGGCAGGAAACAAGTTTGTTGAATTGGCTACTAGAGAGTCTGATAATAACGTTAAAA 
TTATCACTTTAGAGAGAATAAATCAATTACACAAGCAACATCCTGGTGTGTTACAAGACTTGTCAT 
TAGAAATTTTACGAGGTTTATCTTCCCAAGATTTGGATGTTAAAAAGAAAGCTCTTGATGTTACTT 
TACAATTTATCACCACCAGAAATGTTGAAGATGTTGTTAAGTTATTGAAGAAAGAATTGCAGTCTA 
CAGCTTTATCCAATGATGACAAGAATGCAGATTATAGACAGTTGTTAATTAATGCCATCCATCAAT 
TGGCTATTAAATTTGTGGAGGTTGCTGCCAATGTCATTGATTTATTGTTGGATTCTATAGCCGATT 
TGAATACCACTGCCGCCTACGAGGTTATCACATTTGTTAAAGAAGTTGTTGAGAAATTCCCAGATT 
TAAGGGACGCTATTTTGAGAAGATTGATTTTGGCTTTGCCACATGTGAAAAGTGGTAAAGTTTTCC 
GTGGTGCATTATGGGTTATTGGTGAGTATGCCTTAGAGGAATCATTAATACAAGAATCTTGGAAAT 
ATATTAGAGGAAGTATTGGTGAAGTACCAATTATTGCTAGTGAATTGAAACTGAAAAAGCGTGATG 
ATACTGAGGAATCACAAGAGGAAGAAACCGAGTATGATGGTAAACCTCGCAGAAAGGGTCCAGTTG 
TATTGCCAGATGGTACCTACGGTACTGAGTCAGCATTGACAAGCGAAACAACTGACTCTTTGGAAA 
GTGACAGCAAGACTCCTATCAGAAAGCAAATTCTTGCTGGTGATTTCTACTTAGGTGCTGTATTAG 
CATCAACTTTGGTGAAATTGATTCTCCGATTGCAAAGTTTGAAACAAACTCAAGAAAAAATTTTGA 
ACGGATTAAAAGCAGAAGCATTGTTGATTATGGTTTCGATTTTAAGAGTTGGGGAATCTAGCTTGG 
TTTCTAAGAAAATTGATGAGGATTCTGCTGACAGAATTTTGTCTTACATCAAGATTTTGAACGATG 
AAGAAGACCTTCAGGAAATCAAGACAAGCTTCGTTGAAGATACTAAAGATGCATTTAAAGCACAAA 
TTAATAATGCTGAATTGAAGAAAGCAGAAGCATTGGCTAAGGATTTGCATGATAACGCTGAACAAA 
TTGACGATGGAATTGTTTTTAGACAGTTGGATAAAGATAACAAAAAGAGTAAAGCTTCTGTGGATG 
ATGTTGCTGCTGCGTCAGGAAGCAATGAATTAAAGAAAGAAAATTTGTCGTCGAGATTGAACAAAA 
TTATACAATTGACTGGGTTTTCCGATCCTATTTACGCAGAGGCATTTGTCAAAGTTCATCAATACG 
ATGTTGTGTTAGATGTCTTGCTAGTGAATCAAACCACAACTACTTTAAGAAACTTATCAGTTGAAT 
TTGCTACATTGGGTGATTTGAAAGTGGTTGATAAACCAACTACCGCAAATATTGGACCTCATGGTT 
TCTACAAAGTTCAAACAACTATTAAAGTTACTTCGGCTGATACTGGTGTCATCTTTGGTAACATAG 
TGTATGACGGTCAACACTCGGACGATTCACGTATAGTTATTTTGAATGACGTTCACGTTGACATTA 
TGGATTACATTAAGCCAGCCACTTGTTCAGAAAGTCAATTCCGTAAAATGTGGAACGAATTTGAAT 
GGGAGAATAAGATAACCATTAAATCACCTATTGAAACATTGAAAGAGTACTTGGATGAATTAATGA 
AGGGTACAAATATGCAATGCTTGACACCGGGTGCGGTAATTGGAGAAGAATGTCAATTTTTATCAG 
CAAACTTGTACTCAAGGTCAAGCTTTGGTGAAGATGCATTGGCTAATTTATGTATAGAGAAACAGA 
GTGATGGACCAATAATTGGTCATGTCAGAATAAGATCAAAAGGTCAAGGTTTGGCTTTGTCATTGG 
GTGATAGAGTAGCTTCCATTTCAAGAAAAGGTAAGAAGGCAACTATTGCTCGTGTTTAA 

YDR2 3 8C_homolog 952aa (SEQ ID NO 324) 

MSDSGYTLIYEPNTATKVSWEFKNLLEKGKDDVKVDTMKKILITILNGDPLPDLLMHIIRFVMPS 
RNKELKKLLYHYWEVCPKMDESGKMRHEMILVCNAIQRDLQHPNEYIRGNTLRYLTKLKEPELLET 
LVPJSrVRQCLEHRHAYVRKNAWALWSIHKVSDHLAPDADELIYRFLYEENDSVCKRNAFVCLGDLN 
REAALQYIQDNISVIETLDPLIQLAFIEFIKKDSIQNPALKQQYAQLMTEIIESSSNVVMYEAANT 
LTVLTSNPQSILLAGNKFVELATRESDNNVKIITLERINQLHKQHPGVLQDLSLEILRGLSSQDLD 
VKKKALDVTLQFITTRJWEDWKLLKKELQSTALSNDDKNADYRQLLINAIHQLAIKFVEVAANVI 
DLLLDSIADLNTTAAYEVITFVKEWEKFPDLRDAILRRLILALPHVKSGKVFRGALWVIGEYALE 
ESLIQESWKYIRGSIGEVPIIASELKSKKRDDTEESQEEETEYDGKPRRKGPWLPDGTYATESAL 
TSETTDSLESDSKTPIRKQILAGDFYLGAVLASTLVKLILRLQSLKQTQEKILNGLKAEALLIMVS 
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ILRVGESSLVSKKIDEDSADRILSYIKILNDEEDLQEIKTSFLEDTKDAFKAQINNAELKKAEALA 
KDLHDNAEQIDDAIVFRQLDKDNKKSKASVDDVAAASGSNELKKENLSSRLNKIIQLTGFSDPIYA 
EAFVKVHQYDWLDVLLVNQTTTTLRNLSVEFATLGDLKWDKPTTANIGPHGFYKVQTTIKVTSA 
DTGVIFGNIWDGQHSDDSRIVILNDVHVDIMDYIKPATCSESQFRKMWNEFEWENKITIKSPIET 
LKEYLDELMKGTNMQCLTPGAVIGEECQFLSANLYSRSSFGEDALANLCIEKQSDGPIIGHVRIRS 
KGQGLALSLGDRVAS I SRKGKKATI ARV 

YDR294C_homolog 227 Obp public: 1 278 /280 2270 , PathoSeq: 279; 
CDS: 501.. 2267 (SEQ ID NO 325) 

GTTTGATCACATGTGTTGTGAACACTCGGGTAATACAAAATAGTGAGAGAGAAGAAGGGGAAAAAA 

AAAAGCAGAACACAAAACATGGAATTTGAAAACAATTTTGTAATTCAATCGATCCGAGACTTCCAT 

AGCAAAGTTAACAAGCACAATTGTCATTTTAACTTAATTGGTGGATTAATCGGGATCAATCTGAAT 

TGTTTCCCGTATTGTTTAAAACCAAAGAAAAAGGATAATCAAAACTAAATCTTTCATATTAACACT 

ACCATTTTGTAGTGGTCAGTTTATATAATTATCCACTGTTCTCTTCACAATTAAAAAAAAAAAAAA 

AAAGAAAAAAGAAAGCTCTCTCTCCCCCAAAAGAAAAAGCAAAGGTAATTCCTTCATACACACCTT 

TGATATCTTTCCTCTTAGACTTTTCTTTTAATACTTGCATCAATTGGAATATTACTTGTTCATACT 

GGAGTTTTCATTGAACTAAATATTATTAAAATATTATTATGCTTGAATTGAATTCAATTACGATTC 

CTCGGAATTTCACTGAATTCCAACTCACAGCATTAAAGATCTACTATCAACTTAAGATTTTATTTC 

TTGCCACATACTGTGCTCAAGGATeATTTGGCTTGAACGGTTCAGTCTGTTTAGCAAGAGATATTT 

TTGTTGGCTATGTTGTATACACTCAATTATTAAAGCTTTATCGAGTATTAAGAGGGTACGGTATTG 

TAGATTCTATTCGAAGGTTATACCTATATGTTAGTTCTACGGTGTCATCTCAAATCTTTTCACTAC 

CATTTATTAAATCCAAAATTGACAAGGAATTGCAAGCGACTATTGGCAAAGTAGAAGAAGAGATTA 

TGAAAAACGATCCACAGTTATTACAGTTTCCCGAATTGCCAGAACAGGGTATTGACGCTGACAATG 

TTTCCTTGGAGTTGGATAAATTACAAAACTTGAAACATTCTGACTGGATCAATGGAAGAGTCAGTG 

GAGCAGTTTATCATGGAGGTGAGAATCTATTGTCATTACAAGTTGAAGCTTACAAGAAATACTCGG 

TGGCCAATCAATTGCATCCCGATGTTTTCCCAGGTGTGCGTAAGATGGAGGCCGAAGTAGTTCATA 

TGGTTTTGGATATCTTTAATGCTCCGAGTGACGGGTGTGGATCGACAACTTCGGGAGGTACTGAGT 

CGTTATTGTTAGCCGGGTTGTCAGCTAGAGAATATGGGAAGAAATATCGTGGAATAACTGAGCCTG 

AAGTCATTGCCCCCGTGACAATACATGCGGGAATTGAAAAAGCCTGTTTTTATTTTGGAATGAAAT 

TACATAAAGTTGACTTAGATCCGGTTACCTTTCAAGTTGACGTTAAGAAAGTAGAAAGATTGATCA 

ATAGTAATACAGTTTTAATCTGTGGATCAGCCCCAAATTATCCTCATGGAATAATTGATGATATAG 

AGTCCTTATCCAAGTTGGCAGTCAAGTATAATATCCCGTTGCACGTTGATGCATGTTTGGGGTCAT 

TTATTGTTTCGTTTTTAGAAAAATCAAAAGTACATGGCGATAGGAAATTGCCCATATTTGATTTTC 

GATTACCAGGTGTCACGTCAATCTCATGTGATACTCACAAATATGGGTTTGCTCCCAAGGGGTCAT 

CAATAATTATGTACCGTTCGCCAAAATTACGTGAGTGTCAATACTATATTGCAAGTGATTGGACGG 

GTGGAATGTATGGTTCTCCAACTTTGGCTGGTTCTAGGCCAGGTGCTCTTGTAGTTGGATGCTGGG 

CTACATTAATCAATATTGGGAAACAAGGATACACCAAGTTTTGTTACGATATTGTGCTGGGGTCAA 

TGAAAGTTAAACGAGCAATTGAAACTGACCCGATACTATCCAAACATTTACAAATTATTGGTGATC 

CAATTGGGTCGGTAATTTCGTTTCAACTTGCACCTCAGCAATCGGGAAATTTAAGTATTTACGAGA 

TTAGTGATTTGTTGACCAAAAAAGGTTGGCATTTTGCAACTTTACAAAACCCATCAGCATTACATT 

TTGCATTTACAAGATTGACTGTCCCGGTGGTCGATGAATTGATTGCAGATTTGGTTGAAGCTACAA 

AAGAAGCGGTGGCAATTGCCGAGGAACACAAAAAGAATGGAGTGACCAAAGCTCCAGGTGATACTG 

CTGCGTTATATGGTATAGCTGGCAGTGTACATACAGCAGGGTTGGCTGATAGATTAATTGTTGCAT 

TTTTAGATACCTTATACAAAATTTGA 
-YDR294C_homolog 589aa (SEQ ID NO 32 6) 

MLELNSITIPRNFTEFQLTALKIYYQLKILFLATYCAQGSFGLNGSVCLARDIFVGYWYTQLLKL 
YRVLRGYGIVDSIRRLYLYVSSTVSSQIFSLPFIKSKIDKELQATIGKVEEEIMKNDPQLLQFPEL 
PEQGIDADNVSLELDKLQNLKHSDWINGRVSGAVYHGGENLLSLQVEAYKKYSVANQLHPDVFPGV 
RKMEAEWHMVLDIFNAPSDGCGSTTSGGTESLLLAGLSAREYGKKYRGITEPEVIAPVTIHAGIE 
KACFYFGMKLHKVDLDPVTFQVDVKKVERLIWSNTVLICGSAPNYPHGIIDDIESLSKLAVKYNIP 
LHVDACLGSFIVSFLEKSKVHGDRKLPIFDFRLPGVTSISCDTHKYGFAPKGSSIIMYRSPKLREC 
QYYIASDWTGGMYGSPTLAGSRPGALWGCWATLINIGKQGYTKFCYDIVSASMKVKRAIETDPIL 
SKHLQIIGDPIGSVISFQLAPQQSGNLSIYEISDLLTKKGWHFATLQNPSALHFAFTRLTVPWDE 
LIADLVEATKEAVAIAEEHKKNGVTKAPGDTAALYGIAGSVHTAGLADRLIVAFLDTLYKI 
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YDR43 0C„homolog 3605bp PathoSeq: 1.. 330/1927, public: 

331 .. 1926/1928 3605; CDS: 501. .3602 (SEQ ID NO 327) 

TTCAATTTTTTTAAAAAAATAGCAAAAAGGTATTTCTTAGAAATTGAAAAAAAAAAATCACA^ 

AATTTATAAAACCGGATAGGGCCGTTATCGCAGGACGTGTCCCATGATCAATCTACAATGAAATGA 

TTCACATGAAATATGTTACAATTCCACACTTGCTGCTAAAAAGCAACAGTTTTGCAATAGAGAAAA 

GCATGATATACTATCGATAATATCTTTCGATAAGAACTTAAATGTAGCAACGTTGAATTTTAAAAT 

AAAACTTCCTTTTCCTGGTGATAAATTTTGACTTTGAAGCATAAAGAAGACAGAGCTAAAAAAAAA 

CTACTCTCTAGACAAAATCAAAACCTCGAATATATTTTTGGTGTTTCTTTTTTTTTTTTTTTGCCT 

CTCGTTGAAATCATCTCCATTCTTCTTTTCCACGTCTTTGTTGAAAACTTTGCAACCTAAAAAAAT 

AAGAATCACTCCAACAAGTTTAAACTACATTATCAATTATGTTGAAAACTAGATTAAAACAAAGCA 

GGGCCATAAGTCGGGTTGTAAGAAGATATGCATGCTCACACCCCATTTGTCCCAATCTTGATAAGT 

ACCCAGTTGGTCTAAAATTGCATGGTTACGAAGTTACCCAAACATCACCTATCCCAGAATTTTCCC 

TCACTGCTGTATCATTAAAACACACAGAGAGTGGTGCAACTCACTTACATTTGGATTCCCCTAATG 

ACAGTAATAATGTATTTCTGATTGCCTTCAAAACAAATCCTCCAGATAATACTGGGGTTCCCCATA 

TTTTAGAACATACAACTTTGTGTGGTAGTAAAAAGTTTCCGGTCCGTGATCCATTTTTTAAAATGA 

CCAACAGGTCGTTGAGTAACTTTATGAATGCAATGACAGGCCATGATTACACATTTTATCCATTTG 

CTACCACCAATTCAAAGGATTTTGAAAACCTAATGGATGTGTATTTATCGTCAGTGTTTGAACCGC 

AATTAAACCATACCGATTTCTTGCAAGAAGGATGGAGAATAGAAAATCAAAATGTTCATGACATAT 

CGTCCAAGCTTGAATTCAAGGGAGTTGTATATAATGAAATGAAGGGCCAGTATTCGAACTCTGCAT 

ACTACTTTTATATCAAGTTCCTTGAGAGTATATATCCATCCTTGAATAATTCAGGGGGTGATCCCA 

AGAAAATTGTTGATTTGCTGTACGAGGGTTTACTAGAGTTTCACCTGAAAAATTATCATCCATCAA 

ATGCAAAAACATTTACTTATGGAAAATTACCATTGGAAGACAGTTTAAGTAAAATAAGCAAATACT 

ATGAATCATTCGAAAAAAAGGTGTCTTCAGTTGACGTCAAAGAACCTATATTTTCTACAGATAAAT 

CAGAAATCTTTGATGTCACCATCCCGGGTCCAGTTGATACAATGAATGGTAAAGAGACTTCAGAAC 

AGTACTGCACATCTATCACCTGGAACTTGGGTAATCCATTGGATCCAAACATGCAGTATGATATTT 

TTAAATGGAAAATATTGAGCTCATTATTGTTTGATGGACACAACTCTCCTTTCTATCAAGAGTTAA 

TTGAAAGTGGATACGGTGACGATTTTTCTGCAAATACTGGGTTGGACTCAACCACCGCGTTGCTTT 

CGTTTACTGTTGGTCTCAACTACTTAACCAAGCAAAAAGTTGATAATTTTAATGAAAAAGTTATGG 

AAATCATTAATAATAAAATCATTCCCGAATTAAGTAACGAAGAGTCCTCTTCATATCATGGTAGAA 

TTGATGCTATATTGCATCAAATAGAAATAGGATTCAAAAGACACAAGCCCGATTTTGGATTTGGAT 

TATTGAGCTCTATTGTTCCGTCATGGGTGAATGGAGTTGATCCAATTGACACCTTGCAAGTGGAAA 

AGATATTGTCGCATTTTAAAGAAGATTATAAACAAAATGGTTTAAGGATCTTTAAAGAATTATTAG 

AAAAGACATTGTGTAACCCTCATTCGGAAAAATTTAAATTCACCATGGAGCCAAGAGAAGATTTTA 

CCAAACAATTGGTAAAAGATGAGAATTTGATGATCGAGAAAAGAGTAAGTGAACTCACAGAAGATA 

ACAAGAAGGCAATGTATGAGCAAAACTTGGAATTAGCTAAATTACAATTGGAGGATCAAAATACAG 

AAGTTTTACCCACATTGACTATTGATGACATTCCAAAGAGAGGTGATTTTTATGCCATTGATTTGG 

GCCAAGTAAATAAGAAAGTTGTACATGAAAGGGTAGTTGATACCAATGGCTTGGTTTATGCCAACG 

CTTTAAAAGATATTTCCTATTTACCCACCAAACTTTACAAGTACCTTCCATTGTTTAACAACTGTT 

TGACGAACCTTGCTGGAACAGAAAACACACCCATTACGGAGTTGGAAACTAAAATACAAATGTTAA 

CTGGCGGGATAACATTTAGTTCTAAAATATCGACTGACCCCTATAATATTGAGCAACTAAAATTAC 

AGTATGTGTTAAGTGGAATGGCTTTGAAAGAAAAGTCATCCTCAGTTTATGATTTATGGTTGGAGA 

TTTTAACTACTACCAAATTCGACACCAGTGATGAGGTATTAGAAAAGTTGTCAGTTTTGATTAAAA 

ACATGGGACAAAACCAAATCAATAATATTGCTGATCGCGGTCATTCTTATGCGGCTGCTGTGAGCT 

CACTGAAATTGACACCGCTGAAATACATCAGTGACATCGTTTCAGGTTTGAGTCAAGTTCAATTTG 

TAATGGAGTTGAACTCCAAATTAGAATCAGAAGGGAAAGAGTACTTGGCCAAAGAGATTATTCCGA 

TATTGCAAGAAATACAAAAGTATGTATTGCAAGGTGAATTCAGGTATAGACTAGTTGGAAATCAAG 

AGATTATTGTTGAAAACGAAAAGCTTATTGAGAAATTTGATAAGGATATTTCTTCGAACAGACCAA 

CTTTATCGTTAACAGTAACAGATGGTTTACTGGCATTGTTGAACTCATTCAATTACAATCATACAA 

GTGAAAATGTCTTAGTTAACTTACCATTTCAAGTGGGATACTCTTCATTAGGTAAGATTGGCTCTT 

CGTATTCATCAAAGGATGGTGCTTCTTTACAAATATTATCTCAGTTATATTCCTTTAAAAATCTAC 

ATTCCAAAATAAGAGAAAGCAATGGTGCATATGGAGGTGGTTTGACATATGATGGGTTGAACGGGA 

CATTAAACTTTTATTCGTATCGTGATCCTAATCCTGTTAAGTCGATTCAAACTTTTAGAGATTCCT 

TACTGTATGGACTTGATGCTAATTGGAACGATAAGGATTTACAAGAGGCTAAGTTGCGGGTTTTCC 

AAAGCGTCGATGCTCCAATTAATATCTCTTCTCAGGGTGCTAGTGCCTTCTTTGAAAATATAGATG 

ATTACTTGAGACAGGAAAGAAGAGAAAACTTTTTGGGTACCACTTTAAAGGATCTCAGAGATGTGA 
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CTGAAAAGTATCTTGTTGATAACCAAAACAACCTTGTCACTGTTATTGGTGACAATGAAATTTTAA 
ATGTCGATAATAAATGGCAAATTAGAAATTTTCAAGTATAG 

YDR43 0C_homolog 1034aa (SEQ ID NO 328) 

MLKTRLKQSRAISRWRRYACSHPISPNLDKYPVGLKLHGYEVTQTSPIPEFSLTAVSLKHTESGA 
THLHLDSPNDSlSnWFSIAFKTNPPDNTGVPHILEHTTLCGSKKFPVRDPFFKMTNRSLSNFMNAMT 
GHDYTFYPFATTNSKDFENLMDVYLSSVFEPQLNHTDFLQEGWRIENQNVHDISSKLEFKGVVYNE 
MKGQYSNSAYYFYIKFLESIYPSLlSrNSGGDPKKIVDLSYEGLLEFHSKNYHPSNAKTFTYGKLPLE 
DSLSKISKYYESFEKKVSSVDVKQPIFSTDKSEIFDVTIPGPVDTMNGKETSEQYCTSITWNLGNP 
LDPNMQYDIFKWKILSSLLFDGHNSPFYQELIESGYGDDFSANTGLDSTTALLSFTVGLNYLTKQK 
VDNFNEKVMEIINNKIIPELSNEESSSYHGRIDAILHQIEIGFKRHKPDFGFGLLSSIVPSWVNGV 
DPIDTLQVEKILSHFKEDYKQNGLRIFKELLEKTLCNPHSQKFKFTMEPREDFTKQLVKDENLMIE 
KRVSELTEDNKKAIYEQNLELAKLQLEDQNTEVLPTLTIDDIPKRGDFYAIDLGQWKKWHERW 
DTNGLVYANALKDISYLPTKLYKYLPLFNNCLTNLAGTENTPITELETKIQMLTGGITFSSKISTD 
PYNIEQLKLQYVLSGMALKEKSSSWDLWLEILTTTKFDTSDEVLEKLSVLIKNMGQNQINNIADR 
GHSYAAAVSSSKLTPSKYISDIVSGLSQVQFVMELNSKLESEGKEYLAKEIIPILQEIQKYVLQGE 
FRYRLVGNQEI I VENEKL I EKFDKDI S SNRPTLSLTVTDGLS ALLNSFNYNHT SENVLVNLPFQVG 
YSSLGKIGSSYSSKDGASLQILSQLYSFKNLHSKIRESNGAYGGGLTYDGLNGTLNFYSYRDPNPV 
KSIQTFRDSLSYGLDANWNDKDLQEAKLRVFQSVDAPINISSQGASAFFENIDDYLRQERRENFLG 
TTLKPLRDWEKYLVDNQNNLVTVIGDNEILNVDNKWQIRNFQV 

YDR450W_YML02 6C_homolog 13 6 6bp public: 1..1366; exon 1: 501.. 548, 
intron 1: 549. .976, exon 2: 977.. 1363 (SEQ ID NO 329) 

TTAAGAACTAGCAGATGTAAAATGTTTTATGTCATTATATAATTTGTTAATACATGTATATAGATT 

TTTTAATGAATGTATTCCCTAAATAGAACAGAATTATGATGCTGTTACAGCAAAAACTGGTTTGAG 

TATTGGAGAATGTTATAAACTGAAATTTGATTTACAACCAAAACCCGTGTCACGTGTAAGTAATTA. 

GGGCTTTTAGGGCTTTCTATATACAGGCACCAGAATTTTTTTTTATGGGCGATAGAAATAATGTAT 

GCGCGCGATTCTTCCTGCTAGAGGTTTTTCTTTTTGTATGTCTGTAACAGTGCGACTCACATAGTT 

AAGTAATTTTAAAGCCAGAGATTGTGTACAGTCGCACGCCGCCTAATGACATAGTTAATTCTCAAA 

CTTTCTCTCTTTCTCTCTTTGCTTTTCTCCTAAGGAAAAAAAAAATTTATTTCATTTGTTGAAAAT . 

TTTTGTATAGTTCAGTTTAACAACACCAGTAATCAAACATGCCATTAGTTGTCCAAGAACAAGGTT 

CATTCCAACACATTTTACGGTATGTGAGTGTATTATAAGATTATTTGAATGAGATAGAAAAGGGTT 

AAGGAAGGAAAGAAATTATCCAACTACTGTTTTGGGAAAGATTAATCAGAAATTTGAATGCAATGA 

AAAAACTTTTTCAAGAGATGGATATGGAACAAGATTCGATTGTTATCAACAAATATAAAGAAAAGC 

AATGATTTACTACTGTTTGGGAAAGATTTTGGATATGTGTATCAACAATACTACTATTTACTTTGG 

AGTAATATGTTTTCAATATTATCAGAGACTTATCAAAATTTATGAGTTTATTATTATTGAAGTTCA 

ATACCATCAAGCCTTTTTTTTAACCATCACTCTATTCAACAATCATTTAAATATTAAAGTCTTTTT 

TTTCCCTGTTTAAAGTATTCGATTTACTAACATTATGAATTATTATTATAGTTTGTTAAACACCAA 

CATTGATGGTAGAATCAAGATCATGTACGCCTTGACCAAGATCAGAGGTGTCGGTAGAAGATATGC 

CAACTTGGTTTGTAAAAAAGCCGATGTTGAATTAACCAAAAGAGCTGGTGAATTGACCCAAGAAGA 

ATTGGAAAGAATTGTCACCATTATGCAAAACCCAACCAACTATAAAATCCCAGCTTGGTTCTTGAA 

CAGACA7VAAAGATCAAGTTGATGGTAAAGATTACCATGTTTTAGCTAACAACTTGGAATCTAAATT 

GAGAGATGATTTGGAAAGATTGAAGAAAATCAGATCTCACAGAGGTATTAGACACTTCTGGGGATT 

GAAAGTTAGAGGTCAACATACTAAAACTACTTCTCGTGGTCGTTAA 

YDR450W_YMIi02 6C_homolog 145aa (SEQ ID NO 330) 

MPLWQEQGSFQHILRLLNTNIDGRIKIMYALTKIRGVGRRYANLVCKKADVELTKRAGELTQEEL 
ERIVTIMQNPTNYKIPAWFLNRQKDQVDGKDYHVLANNLESKLRDDLERLKKIRSHRGIRHFWGLK 

VRGQHTKTTSRGR 

YDR47lW_YHR010W_homolog 1327bp PathoSeq: 1..1327; exon 1: 

501.. 530, intron 1: 531.. 946, exon 2: 947.. 1324 (SEQ ID NO 331) 

ATAGTTATTACAATATAATAAAGCAAATAAATAAAAGAAATGATAAAGAACCATATTAACAAAGTT 

TGAACGTGCTGTAAGTAAATCTTGTATACGAGAATATTCATCTTGGAATATTTCTAAACGATACTG 

GTAATACCTAATTCTATTTGGTGTGGTGCATCACGTGCTAGGGCTATAGCCCTAATAGTATATGCA 

GTCGCATACATTAATTGGTCATCTCATAAGTAAATTATATAATGTATAGTGTGCGCGCACTGTAAT 
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TTTTCACACTAAGTTAAGGAGAGTGCGAAAAATTTAGTACTAACAAAATTGTATTGTGTTGTGTGT 
GGCTATTGGGCAGAGCGAAAATTTCACCCCTACTGAGAGGAAACTGTGAGGGAGAGAGATACACAC 
AAACTCTGTGCGCAAGAAGAAAGACAAAAAATTTTTTTGAAAAAAA7VAAAAGAGACAACCAACCTT 
TTATTGTATTAACATTTTAAGATATCAAGAAACTAAAAATGGCTAAGTTCATCAAATCTGGTAAAG 
TTGGTATGTAAAAATGAGTACCTATATGGGTAGACAATGATAGATTTATTGGCCAACTATGAATGG 
GATAGATATATATGATATGGGAGAGAATTTTGAAGGATTGAAATATTTTATATAAAAGAGAGAAGC 
AAAGAGAAATAATGAACAATTGAA7VAGAAGATACAAATACTGTTAATTAAACTAGAATATGCCATT 
GAAGATTTAAATGATTACCATCGTAATAAATTTATTGGAATTTGGGAGATTCTTTTGGAGTTAAGA 
AAAAAGCAAGTGATTGATCAATCACTATGGAGCCGTCACAAGACATCAACGAATCCCACAACATTT 
TTATTTATTCATATCCATCATATGGCAGTAACAATCATGAATCTACAAATTACATTTAAAAAAAGC 
ATTATACTAACTAAATTTTTTAGCTATTGTTGTAAGAGGTCGTTACGCTGGTAAAAAAGTAGTCAT 
TGTGAAACCACATGATGAAGGTACCAAATCTCACCCATTCCCACATGCCATTGTTGCTGGTATTGA 
AAGAGCTCCATTGAAGGTTACCAAGAAGATGGATGCTAAAAAAGTTACCAAAAGAACTAAAGTCAA 
GCCATTTGTTAAATTAGTAAACTACAACCATTTAATGCCAACTAGATACTCATTAGATGTTGAATC 
ATTCAAATCTGCTGTCACTTCTGAAGCTTTAGAAGAACCATCTCAAAGAGAAGAAGCTAAAAAAGT 
TGTCAAGAAGGCTTTTGAAGAAAAACATCAAGCTGGTAAGAACAAATGGTTCTTCCAAAAATTACA 

CTTTTAA 

YDR471W 'YHR010W_homolog 136aa (SEQ ID NO 332) 

MAKFIKSGKVAIWRGRYAGKKWIVKPHDEGTKSHPFPHAIVAGIERAPLKVTKKMDAKKVTKRT 
KVKPFVKLVNYNHLMPTRYSLDVESFKSAVTSEALEEPSQREEAKKWKKAFEEKHQAGKNKWFFQ 

KLHF 

YDR4 8 6C_homolog 1157bp PathoSeq : 1 . . 1157 ; CDS: 501.. 1154 (SEQ:ID 
IQ^C^ 3 33) 

TTCCAGTCATTCCGAAATGCATAAGCAAGACGTTAGTTGTATTGTGGTTGTTTAGTCTAATCCAAA 
AATACTTGCCATGACGACCCACTGAAGTAACAACTGCATTTGTTAAGGCTTTTCTCATCTTATTCA 
ATTCTTTTTCAGCATGATTCGTATCTTTAAGCACAGGGAATAGCAATGGATCATGTAACAAATTCA 
CTTTCGTGATTCGAAAGCCCAAAATGTTTCGTTTTAAeAACGCACACACATGTGAAACCTAAACCG 
• AGTTAGTCGTCAAGAAAATAATTCAGTGTTAAAGTCTGTACCTTAAGCGTCAAACGTACTTCTGCA 
ACCTCTGGCATTGAGTGTAATTTAAATATTCATGATAATCTGGAACTACAAGCTACGAAAAAAAAA 
GAAAAAGAAAAATAGTACGAGTTCTTGGTGAGATAAATAATGGAGAACACTTTTTTTTTTCTCTTT 
GGAGGTTTTAGAAGGCAAAACCAAATCTAGACAAGGAGATGAACAGATTATTCGGAACGAAAAGCA 
CTGCGCCCAAACCATCTTTGAATGATGCAATCAAGGGAATCGATGAAAGAGTGGGGTCTTTGGATG 
TTAAATTAAGCAAGATCAACTCGGAATTATCCACATACCAACAAAAGATAAGCAGAATGAGAGACG 
GACCCGGGAAGTCGGCACTAAAACAAAAAGCAATCAAGTTACTAAGACAGAGGAAGCAGATAGAAG 
CTCAAAAGGATCAGTTAGAGAATCAATCTTGGAATATGACACAAGCTTCCATGACAACAGATAACT 
TACAAAATACCATGGTCACAATAAATGCAATGAAAACAGCCAATAAACTGTTGAAACAAACTTATG 
GAAAAATTAATATCGATGAATTGGAAGATCTTCAAGATGAAATGTTGGATTTGATTGATAAATCAA 
ATGAACTACAGGAGGCACTTCTGACGAGCTATGATGTACCCGATGACATCAGTGAGCTGGAGTTGG 
ATGCTGAATTAGAAGCTCTTGGCGAAGAAATTGATTTTGAAAATGAAATGGCAGAGAGTGGGATAG 
GTGCACCTAGTTACTTAAATGATACAGAACCTACAGCAGCAGATAAATTGCCTACATTTATTGACG 
AACAACCAGAAGAAGCTCAAAAAATCGCAAACTAG 

YDR486C_homolog 218aa (SEQ ID NO 334) 

MNRLFGTKSTAPKPSLNDAIKGIDERVGSLDVKLSKINSELSTYQQKISRMRDGPGKSALKQKAIK 
LLRORKOIEAQKDQLENQSWNMTQASMTTDNLQNTMVTINAMKTANKSLKQTYGKINIDELEDLQD 
EMLDLIDKSNELQEALSTSYDVPDDISESELDAELEALGEEIDFENEMAESGIGAPSYLNDTEPTA 

ADKLPTFIDEQPEEAQKIAN 

YDR507C_homolog 4550bp PathoSeq: 1..1424, public: 1524.. 4550; CDS: 
501.. 4547 (SEQ ID NO 335) 

GAATGAGATTTTTTTTTTTACTAAGGGTGCACTACTACTAGTTATTTGTTTTGTTGTTGACGATCA 
TTAAAGAAAAAATTTACAGTATACACAAAACACTTTACTTCTGCTGTTTTTTTTTTATTTTAGTTT 
TTGGTTTCATAAATTATTAAAAGAAAGCAAATAATTATTGAAATAAATTTTATATTTTTGGTTTTT 
TTTTCTTTGGTTTCTTTGAATTTTGCAAACCAATCCAAATTTTTTTTGAAAATTTTTCCTTCTTCT 
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TCATTTGTTGACTTTTGAAAGTTTTATTCATCCATATTCTTCAAGTTAAAATAGTGTTCAATATCT 

GTCCAACCAAGAAGAAAACCAATAAACAACATCAATTCCAACTTTGTTTACATCAAACAGAAACAA 

AAAACAGATAATTTATAGACACCTTCATTCATTCGTTATTTTTTTCCAAGTACTACACGTCTTTAT 

TTTTAATACATTTATCATAAACAAAATTTATATCAATAATGCCACATTCAAGACAACCTTCGATAT 

CGTCATCGATTATGTCCCAATCAAATCATAATCATCCACAGAAGATCGGACCTTGGAAATTAGGTA 

AAACTTTAGGAAGAGGTGCCACCGGTAGAGTCTTATTAGCTACTCATCAAACTACTGGTCAAAAAG 

CTGCCGTTAAAGTAGTTTCCAAATCCGAATTACAAGACGAAGAAACCGAGAAAAATGGAGATGGAT 

TACCATATGGTATAGAAAGAGAAATTATTATAATGAAATTATTAACTCATCCTAATGTTTTGAGAT 

TATATGATGTATGGGAAACATCTAAGGCTCTTTATCTTGTTCTAGAATACGTTGAAGGTGGAGAAT 

TATTTGATTTATTGGTGGAACGTGGTCCATTACCTGAAGTCGAGGCTATCAAGTATTTCCGTCAAA 

TCATATTGGGTACGGCTTATTGTCATGCTCTTGGTATATGTCACAGAGATTTAAAACCAGAGAATT 

TGTTACTAGATTCTCAATTGAATGTAAAATTAGCCGATTTTGGAATGGCAGCTTTAGAAAGTAACG 

GCAAATTATTAGAGACTTCTTGTGGTTCACCTCATTATGCTGCTCCAGAAATCGTTAGTGGATTGA 

AATATCATGGAGCTGCTTCTGATGTTTGGTCTTGTGGGGTTATATTATTTGCCTTGTTGACAGGTA 

GATTACCCTTTGATGATGAAAATATTAGAAATTTACTTCTTAAAGTCCAGGCTGGTAACTTTGAAA 

TGCCCGTTGATGAAGTTAGCAGAGAAGCTAGAGATTTAATTGCTAGAATGTTAGAGGTTGATCCTA 

TGAGAAGAATATCTACTGAAAAAATCTTAAGACACCCATTGTTAACCAAATACCCAATGTCAAACG 

AAGATTTAATCAGTGAAAAATCATTACCACATCCACATACTGGTTACAAATCTTTAGGGTCAGTTA 

GAAACATTGATAAACAGATTTTATCAAACTTGACAATTTTATGGAATGATAGACCCGAAGAGGAAA 

TTGTTGATTGTCTTTTGAAAGATGGATCCAATCCAGAAAAAACATTCTATGCATTATTGATGAGAT 

ACAAGCATAATCAAGACGATAACACTAATAACAATTCACCAAAGAAATCAACGAGTTTCAATAATA 

AAGTGGTACGCAGTGGGTCCAAATACAGTCTTAATGGAACCCCTAGAAGAAAAAGAGCCAGTCACA 

TAAGTGTGTCAAGACCAACATCTTTCCAATACAAGTCTAATCCTGGCGCTGGTGCAACAGCAAATA 

GAAACTCCGTTGCCAGACATTCTGTGGCTTCCTCGGCCAACAATTCTCCTCGTAAATCACCATACA 

AGTCACCATACAGATCACCTTATAGATCACCATATAAATCGCCTTCTAAGAGATATTCATATAATC 

AATCCCCAACTAAATCTCCTTACGGAAGAAGATCAAATTGACAAAGACAATTTGAAAATGAACGAT 

TAAAGGCAAAGCCAAGAAATATTTACAATGAGATTGTTGATGCACAAAGCAACTTTTCTCTACCTC 

GATCGCTTCCACCTTCCTTACCTTCAAAAGATTCTCGTTATATGATCGATGAACCCAATCAACCCC 

AGTTGCAACAACCTGCTTTAAGTCAAGTCCCTGAAAATCCTATTGTTGATGAATCCCCTGATTTAA 

TGCAGTCAGCAAAAATTTCTAGTGGAAAGAGAAATTCAATAATAGGAAAGAACAACAACAACAGCA 

ACAGCAACAAGAGAATGTCTAAGAGAAAATCAATTCGTGCATCTATGACCACGGGATTGAAAAGAA 

ATTCCATAACCATGAAATTGTTATCTACTTATGCTAAATTATCAGGTGATGACGACTGGGAATACA 

TGGATAAACAAACAAAAAGAACATCGGCTACTTTTGCAGCATTGTGTGACAAAATATTTAATCAAG 

AAGACTATGACGAAGAAGACGAACAATTAGTTGATCCTGAAGAAAAGGAAGCCAAGGAATATGAAA 

GGTTAATGGAATTGGAAAGAAAGAAACATGAAGCTGAGTTGAAAGCTAGAAGAGAATTAGAAAAGA 

AGAAAAGAAGACAAAAGAGACGTTCCATTTTGAGTTCTAAGAAATTAAGTATTATTGTCAAGAATG 

ATGCTGATCCAAATAATAGTGAACAAGAGTTGGTCGATGAAGGTATAAAACAACCAAAACGTCAAT 

CCAAAAACTTGACCGCTTTAAGAGCATTATCTGAAGGAAATCATGCATCTGAAGAATTGAGATTGG 

AAGACGTTGAGAATTTGAAGAGACGATCAGCATCACAGCCGGTTCCAAAAAGAAGACAAACTCCGG 

TTTTGACAAGAAGACCTGTATCAAGATTAGATCCATTATGGCAAGCACACGAGAATGAACAGTTAG 

ATAGAGCAAAAGATGCCTTGGAACAAGAATGGAGGGATTCACAAAAGAGAAGTTCTACTGTTAGTC 

GTAAAAAAGTCAACAGAGAGTCGATGATATCAGTTATGGATGATATTGTTGAAGAGGACCAAGGCC 

GTGTCAACAGGAGATCAACACGAAACACTTACTATGAAAGGGAAAGAGACTATGAATTACCAGAAC 

CAACTGTGGAAGATTCCAACTTGACTGATGACTACATGACAGAAATCAGAAAATCAAGACTTTTGA 

ACAGTCAGTTAAATGTTAGGGATCCACTTAATGAAAAAAGAAAATCTGAACCCAAGACTCTTATTA 

GCAATGTTCAAATACCGAGTGTTACTAGAAAATCAAGAAATTTCACTACTTCCAACAAAAGGTTGT 

CGGTATTGTCTATGTATTCAACAAAGGAATCATACCGTGATTTGAATTCTATAATTAACTGACCAG 

ATGAAAACCCCGAACAGCATCAAAACATGAACAAGCCAGCGTTACGAACCAGTATTGCTGATCGTT 

TGGATAAAGCTGGATTGGCTGAACCAGAATATGAAACTGAGACTGATGGTGAAGATAAAGTGTCTG 

TTATTGATTTGGATGATCATTTAGCTGATAGAAGGACTTCCTATTATGATGGATCTGGAAAGAGAG 

CATCTAGAGCTTCAACAACTAAACGTTACAATGTTCATTCCAGTTCAGAAAAAAGACCAAAATCCA 

AAGTTCCTGATTTGCCAAAGAATGATTATGATGACACATTTGTCAGTAATAGTGATGAAGTTCATA 

AGCGTCAGTATAAATCGATGGTTTCTGATGAGTCTAGTGCATCTGATGATGTATTTGATAAGATTA 

AATTACCAGATGGTAAATCAACTAAATCTTCCATTGATGAATTGGCTAACGGCACGTCTACAAGTG 

GTCATAGAAAACCAAAGATAAGACATTCTCAACCGGGCCCAGAAATGTTGATTCCTCATTTGAATG 

GAGGTATTGAGTCGTCTCAACCAATGTCTAAAGTTCGTGGTAACAATTCAAGTGGTCATGATGATA 
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GTGTTCCACCACCACCGCCAGCTCACAAGGTGAATAAAAAACCATTGGATGATAAGACGAATTTCC 
CTCCACCAGAAGTGGATCCAAAAAGAAAAGGTTCATTTTTTAGAAAACTTTCTTGGGGATCCAAAA 
AAACCATTGAAAATAATACAAACGCCGCCACTAATACCACGACTCAACAACAATTACCAAGTCCTG 
CTGAATCAAAAGAGGAGAAACCAAAAAGTTCATTTTTCAGATGGTTTTCGTCATCTAATACTCCAT 
CTGCTGCTGAAATTAGAAAATTCAACACCATTTTACCTAAACATGAAATGTCTACTGCTTTATTTG 
CTTTATTGAATTCTTGGTCTAATTTTGGTTTGAAAGATTTACGGAATGATCAAGTTGGATATTATA 
TTACTGGTGCTATTTCTAAACATAATTCTTTTAATTTAAAGAGTTGTAAATTTAGAATTAAGATTA 
ATCAAAGAGATTTTAATCAAAAATCAGAAATTGTTTGTGTTAGAGTGAAAGGATCTAAAGTTACAA 
CTGATACTTTATTTTGTGAAATTGAAAAGGTCTTACTCAAAGAAGGTGGTTTAGATAAATAA 

YDR507C_homolog 1349aa (SEQ ID NO 336) ^ ^ 

MPHSRQPSISSSIMSQSNHNHPQKIGPWKLGKTLGRGATGRVLLATHQTTGQKAAVKWSKSELQD 

EETEKNGDGLPYGIEREIIIMKLLTHPNVLRLYDVWETSKALYLVLEYVEGGELFDLLVERGPLPE 
VEAIKYFRQIILGTAYCHALGICHRDLKPENLLLDSQLNVKLADFGMAALESNGKLLETSCGSPHY 
AAPEIVSGLKYHGAASDVWSCGVILFALLTGRLPFDDENIRNLLLKVQAGNFEMPVDEVSREARDL 
lARMLEVDPMRRISTEKILRHPLLTKYPMSNEDLISEKSLPHPHTGYKSLGSVRNIDKQILSNLTI 
LWNDRPEEEIVDCLLKDGSNPEKTFYALLMRYKHNQDDNTNlWSPKKSTSFmKA^ 
TPRRKRASHISVSRPTSFQYKSNPGAGATANRNSVARHSVASSANNSPRKSPYKSPYRSPYRSPYK 
'SPSKRYSYNQSPTKSPYGRRSNSQRQFENEPLKAKPRNIYNEIVDAQSNFSLPPSLPPSLPSKDSR 
YMIDEPNQPQLQQPALSQVPENPIVDESPDLMQSAKISSGKRNSIIGKNls^ 

ASMTTGLKRNSITMKLLSTYAKLSGDDDWEYMDKQTKRTSATFAALCDKIFNQEDYDEEDEQLVDP 
EEKEAKEYERLMELERKKHEAELKARRELEKKKRRQKRRSILSSKKLSIIVKNDADPNNSEQELVD 
EGIKQPKRQSKNLTALRALSEGNHASEELTLEDVENLKRRSASQPVPKRRQTPVLTRRPVSRLDPL 
WQAHENEQLDRAKDALEQEWRDSQKRSSTVSRKKVNRESMISVMDDIVEEDQGRVNRRSTRNTYYE 
RERDYELPEPTVEDSNLTDDYMTEIRKSRLLNSQLNVRDPLNEKRKSEPKTLISNVQIPSVTRKSR 
NFTTSNKRLSVLSMYSTKESYRDLNSIINSPDENPEQHQNMNKPALRTSIADRLDKAGLAEPEYET 
ETDGEDKVSVIDLDDHLADRRTSYYDGSGKRASRASTTKRYNVHSSSEKRPKSKVPDLPKNDYDDT 
FVSNSDEVHKRQYKSMVSDESSASDDVFDKIKLPDGKSTKSSIDELANGTSTSGHRKPKIRHSQPG 
PEMLIPHENGGIESSQPMSKVRGNNSSGHDDSVPPPPPAHKWKKPLDDKTNFPPPEVDPKRKGSF 
FRKLSWGSKKTIENNTNAATNTTTQQQLPSPAESKEEKPKSSFFRWFSSSNTPSAAEIRKFNTILP 
KHEMSTALFALLNSWSNFGLKDLRNDQVGYYITGAISKHNSFNLKSCKFRIKINQRDFNQKSEIVC 

VRVKGSKVTTDTLFCEIEKVLLKEGGLIDK 

YERl02W__YBL072W_homolog 1121bp public: 1,. 1121; CDS: 501.. 1118 

acStactaggcactgttgagtgagtgagcattttttctgtttct^ 

AAAATTTTCATAATTTAGAAGTTTCATTTACAGTCTTTTTTC7VATTAACAGTGATACAAGAGTGTA 

tgtaaagacaacatgtactagcaactataatatgatttaccaatgattgggatcacaataaatgtg 

TTAATATGAATGAGAGAAGGATAGTGAATAAGAGATTACGAAAGAATAGATTCAACAAGTTCAGAA 

tggtatacaactaaaatggaattattttcaaatatgcaactatcattatgactactacgacaacaa 

TTTTAATCGAGAGAAGATCATTAGATCAAGAGTTGGGAAACTAATACCAAGGAAATATCATTAAGA 

attaatagctttgcaaaaattggttttactcatattatttgttttagttggaaagcgattacatca 

TGGAACAAAGTTTACTAACAACATTGTTATAGGTAAAAATGGGTATTTCTAGAGATTCACGTCACA 

aaagatccgccactggtgccaaaagagcccaattcagaaagaagagaaagtttgaattaggtagac 

AACCAGCCAACACCAAGATTGGTCCAAAAAG7VATTCACTCTGTCAGAACCAGAGGTGGTAACCAAA 

aattcagagctttgagagttgaaaccggtaacttctcttggggttccgaaggtgtttccagaaaaa 

CCAGAATTGCTGGTGTCGTTTACCATCCATCTAATAACGAATTGGTTAGAACCAACACCTTGACCA 

aatctgctgttgttcaaattgatgctactccattcagacaatggtacgaaaaccactacggtgcta 

CTTTAGGTAAAAAGAAGGGTGGTGCTCATGCTGCTCACGCTGCTGAAGTTGCCGATGCCAAGAGAT 

caagaaaagtcgaaagaaaattggctgctagatctggtgctgctgccattgaatccgctgttgact 

CTCAATTCGGTTCTGGTAGATTATACGCTGTCATTTCTTCAAGACCAGGTCAATCTGGTAGATGTG 

atggttacatcttggaaggtgaagaattagccttctacttgagaagattaactgctaagaaataa 

YER102W YBL072W__homolog 206aa (SEQ ID NO 338) 

mgisrdsrhkrsatgakraqfrkkrkfelgrqpantkigpkrihsvrtrggnqkfralrvetgnfs 
wgsegvsrktriagwyhpsnnelvrtntltksawqidatpfrqwyenhygatlgkkkggahaah 
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AAEVADAKRSRKVERKLAARSGAAAIESAVDSQFGSGRLYAVISSRPGQSGRCDGYILEGEELAFY 
LRRLTAKK 

YFL014W_homolog_l 819bp PathoSeq: 1..819; CDS: 419.. 816 (SEQ ID NO 
339) 

TTCTCCTGTGAAAAGTTTCGAGATGTAACGTTTCGCAGTAATAGAGAGCCAGAATCCATTTTTGTG 
TACTACAGACAAATTCAGAAGTTTCAAGTGCTGCATATCGCCTTAAATGACTGTAGCATTCGTCCA 
AATTGAGACCCTCAATTACATTTTGTCAAAAAAATTGGTCCCTAGTGTTGCTATCGATAACGAAGG 
TGAAGGCAGTTTAGCTTGGAGACATTTAGAGAACTTAGTTACATCTCATCTTCCGTTTCGAGAAAT 
CGTTGATTTACCGTGCAGCGCTTATATTGATTGCTACTTGTTCCCAGCACCACAGCAATATAGCAA 
TCATAAATAAATTGCCCCGCGGTTGACAGTGTATATCTTCGAGGAATGGCAACCTTTGCCCCCCTC 
TCGAAAAACAATATAAATAGAGTCAATTTCTCTAGTAGAGGTAAATTCTTTGAATCTTGTTTTTTT 
TCGACATACACCATAAATCCCATAGAAAACTGCAAAATGTCTGACGCCGGAAGAAAAAACATTTCT 
ACTAAAATCAACGAAGCTATAACCCCCGAATCCGAAAAGTCTACCTTGGAAAAGGGCAAGGAACAA 
GTCACCAGTACCCTTGACAAAGCTGTTGGCTCAAATGTTCCAGATAACCAAAAATCTTTCACTCAA 
ACTGTTGCAGACAGCGTGCAACAAGGTTCCGATAATGCTAAAGCTGATTTGAAGAAACAATCCGAA 
CAAGCAGAGGGCGAACAAAGACCCTTGCTGAAACAGCTCAAGAATATGTCGAGGTTGCCAAAACTG 
AAATTGGAAAGGCTGCTGAATACGTGA 

YFL014W_homolog_l 106aa (SEQ ID NO 340) 

MSDAGRKNISTKINEAITPESEKSTLEKGKEQVTSTLDKAVGSNVPDNQKSFTQTVADSVQQGSDN 
AKADLKKQSEQAEGEQRPLSKQLKNMSRLPKSKLERSSNT 

YFL014W_hoinolog_2 884bp public: 1..884; CDS: 501.. 881 (SEQ ID NO 
341) 

GCTTCTCCTGTGAAAAGTTTCGAGATGTAACGTTTCGCAGTAATAGAGAGCCAGAATCCATTTTTG 
TGTACTACAGACAAATTCAGAAGTTTCAACTGCTGCATATCGCCTTAAATGACTGTAGCATTCGTC 
CAAATTGAGACCCTCAATTACATTTTGTCAAAAAAATTGGTCCCTAGTGTTGCTATCGATAAGGAA 
GGTGAAGGCAGTTTAGCTTGGAGGCATTTAGAGAACTTAGTTACATCTCATCTTCCGTTTCGAGAA 
ATCGTTGATTTACCGTGCAGCGCTTATATTGATTGCTACTTGTTGCCAGCACCACAGCAATATAGC 
AATCATAAATAAATTGCCCCGCGGTTGACAGTGTATATCTTCGAGGAATGGCAACCTTTGCCCGCC 
TCTCGAAAAACAATATAAATAGAGTCAATTTCTCTAGTAGAGGTAAATTCTTTGAATCTTGTTTTT 
TTTCGACAAACACCATAAATCCCATAGAAAACTGCAAAATGTCTGACGCCGGAAGAAAAAACATTT 
CTACTAAAATCAACGAAGCTATAACCCCCGAATCCGAAAAGTCTACCTTGGAAAAGGGCAAGGAAC 
AAGTCACCAGTACCCTTGACAAAGCTGTTGGCTCAAATGTTCCAGATAACCAAAAATCTTTCACTC 
AAACTGTTGCAGACAACGTGCAACAAGGTTCCGATAATGCTAAAGCTGATTTGAAGAAACAATCCG 
AACAAGCAGAGGGCGAAGCAAAGACCCTTGCTGAAACAGCTCAAGAATATGTCGAGGTTGCCAAAA 
CTGAAATTGGAAAGGCTGCTGAATACGTGAGTGGAGTTGTCACCGGTGCTACCGAAGGTGCCAAAA 

CCGGCGCTGATAGTACTAAAAAATAG 
YFL014W_homolog_2 127aa (SEQ ID NO 342) 

MSDAGRKNISTKINEAITPESEKSTLEKGKEQVTSTLDKAVGSNVPDNQKSFTQTVADNVQQGSDN 
AKADLKKQSEQAEGEAKTLAETAQEYVEVAKTEIGKAAEYVSGWTGATEGAKTGADSTKK 

YGLOllC^homolog 1244bp PathoSeq: 1..1244; CDS: 501.. 1241 (SEQ ID 
NO 343) 

GAAGGGCACCATAATGAAATCGACTCACTTCAGGATTATAATGGTATGAAACATTGTACTTGTTAT 
TAGTGCCAGGATGATTAGGATCATATATTGGGGTGTTTTCTCGAGTCTTGGTATCGGTTGTAAACG 
TATCTGTTTCACTTATCAGTATCGTCATTTATATTAACTACTTTTCTCCTATGGTTATATATTGGT 
AAACAAAGAAACAAAACAACAAAAAAGAAGTAGTAGTTTTGAAAATTGTCAATAAAAGAAACAAAG 
AATGAAAGAATGATTGAATGAAAGAAAAAAAAAATATGAAAGTGAGTGCGACATAATGTAGAAAAA 
TGTCGAATGTCTTGAACTTTACCCATTGAGTAGTTGTTGTAGTGTAGGAGGAAGAAAACAACAGAA 
AGAAAGAGAGAAAGAAAAATTTCGCCACTACAAATATTCAACAAGTTTCATATAGTAATATAATCC 
CAATTGATCATTACTTTATTCCACACAATTCATAAACAATGTCCAATTCAGCAGGTTTTGATAGAC 
ATATCACTATTTTTTCTCCTGAAGGTAGATTATACCAAGTAGAATATGCTTTTAAAGCTATCAATT 
CAGCAAATATCACCAGTTTAGGAATCACAGGTCAAGATTCTGCCGTTATTATATCACAAAAGAAGA 
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TCCCAGATAAGTTATTAGATCCTAAAACCGTGTCATATATTTTTAAAATCACTCCTAGTATAGGAA 
TGGTTGCCACTGGATCAATTGCTGATGCTAGAGCTCAAGCCATGAGAGCAAGATCTGAAGCTACAG 
AATTTAGATATAAATATGGTTACGAAATGCCGGTGGAAAGTTTATCAAGAAGAATGGCGAATATAT 
CTCAATTGTATACTCAAAGAGCTTATATGAGACCATTGGGTGTTGCTTTAACTTTTATTCAAGTTG 
ATTTTGCTGATGAAGGTAGAGGTCCACAAATTTTTAAATGTGATCCTGCTGGATATTTCACTGGGG 
TGAAAGCCGTGGCCACTGGTCCAAAACAACAAGAAGCAACGACTTATTTAGAGAAAAAATTCAAAA 
AAACCGATGCTGTTAAAGGAGATTGGCAAAAAACTGTTGAATTTGCAATAATTGCCTTGAGTTCTG 
TGATTGGAACTGAATTCAGAAAAAATGATATTGAAATTGGTGTTGCCACTGAAGGAGAATTTAGAA 
TTTTGACACCAGAAGAAATAGACGAAAGATTGATTTCAATAGCTGAACAAGATTAG 

YGL011C_homolog 247aa (SEQ ID NO 344) 

MSNSAGFDRHITIFSPEGRLYQVEYAFKAINSANITSLGITGQDSAVIISQKKIPDKLLDPKTVSY 
IFKITPSIGMVATGSIADARAQAMRARSEATEFRYKYGYEMPVESLSRRMANISQLYTQRAYMRPL 
GVALTFIQVDFADEGRGPQIFKCDPAGYFTGVKAVATGPKQQEATTYLEKKFKKTDAVKGDWQKTV 
EF AI I ALS SVIGTEFRKND I EIGVATEGEFRI LTPEEIDERL.I S I AEQD 

YGL031C„YGRl4 8C_homolog 968bp PathoSeq: 1..968; CDS: 501.. 965 (SEQ 

ID NO 345) 

CATTGTAGGTACACCTGTTTTTGCTCAATGTACAGACACACGCACCAGCAGTAGGAAAAAAAACAA 
AATTAAATGAA7VAATCATTTTCGTTCAATATTAAGCTTCTTAAGATAACCAACCAATTAATATGTA 
TGTGACATACCATATAAATAAAGCTACAAATGGGGATAACTATGTATTTAATGATAAATGAATGGA 
AGACCAGAATGTATAATGTTATAAGATAGTGATTTATATTGAAAACACCCTTAAAAAAATCAACCA 
CCCATCTAACCGTCGAATTGGAAATGTCAATTTAGTTAGCATCGAAAATCAACAAAGACATGGGGA 
ATCATTTACATATAAAATAATGAGAGAGAATTACAAACTGCTACGTTATGTTTTGTTCATTATGTC 
TTGTTCATTATGTCTTGTTCATTATGTCAAAAAATCTATAGTTACCTACCTCTACATCAATTTATG 
GTCTGAAATACTAACATTTTTTTTATTTATAGTGAAAAATGAAGATTGAAGTTGACTCCTTTTCAG 
GTTCTAAAATCTACCCAGGTAGAGGTACTTTATTTGTCAGAGGTGACTCTAAAATTTTTAGATTCC 
AATCCTCAAAATCTGCTTCTTTATTCCAACAAAGAAAGAACCCAAGAAGAATTTCTTGGACTGTTT 
TGTACAGAAGACACCACAAAAAAGGTATTTCTGAAGAAGCTGCTAAAAAGAGAACCAGAAAGACCG 
TCAAGCACCAAAGAGCTATTGTCGGTGCTTCTTTGGAATTGATCAAAGAAAGAAGAAGTC7UVAAAC 
CATCTGACAGAAAAGCTGCTAGAGACTCTAAATTAGCTAAAGACAAAGAAGCTAAAAAAGCTGCTA 
AAGCTGCCAGAAAAGCTGAAAAGGCTAAGGCTGTTGCTTCTGGTGCTTCTGTTGTTTCTAAAGAAC 
AAGCTAAAGGTTCTTTCCAAAAAGTTAAAGCTACCTCCCGTTAA 

YGL031C_YGR148C„homolog 155aa (SEQ ID NO 346) 

MKIEVDSFSGSKIYPGRGTLFVRGDSKIFRFQSSKSASLFQQRKNPRRISWTVLYRRHHKKGISEE 
AAKKRTRKTVKHQRAIVGASLELIKERRSQKPSDRKAARDSKL.AKDKEAKKAAKAARKAEKAKAVA 
SGASWSKQQAKGSFQKVKATSR 

YGL043W_homolog 14 18bp public: 1..436, PathoSeq: 437.. 1418; CDS: 
501.. 1415 (SEQ ID NO 347) 

AATCTACCATTAGGCAATGTCATATAATTTAGATTACGAACAGCTGATGACGCAGTTTCATTATCT 
CCATAATTTATAATGGCATACCCTTTGGATTTACCTGTTAATTCATCAAATAATAACTTCACATCT 
AATACTGGTCCAACTGATCTTGCAATATCCCGCACCTGTTCTTCAGTGTAATCAAATGGAAATTTA 
CCTATTGAAACACAAGTGCTTTTACTATCCATATTTAGTTTGAGCTGCCTAGTTTTCCTGATTCTT 
GGTAACAAAAAACTATAATTATTTAACAAATTATCGATAGAATCTCTTCCAAAGTACAACCAATTT 
CGATACATTTTTTTCTATGAGATGTTTTTTTCCCCTTTGTCTTTAACTAATGTATTTGGGTACACT 
ACCTGAACCTACCAGTTCAGTTCAGTCTAAAAAATTTTTTATTTATTGTGTTTGTTTATACTACCC 
TTTGCATATATTACTAATATTTATCTTACCCTTTCATCATGGATACAAAGGAAATAAGATCTACCG 
TATCTAATCTTGAAAAAGCAGTAGATGACACCACCATTTTAAAGTTGTTGAATATCTTGAATGATG 
GGGTTAAACCATCCGAAAAACTCTTGAGAGAAACCAAAGTAGGTGTAGCTGTCAACAAATTCAGAA 
GTCACGACAGTGCCGAAATCAACGGTTTAGTTAAAAAAATGATCAGAAATTGGAGAGATGCCGTGC 
AAGCCGAAAAGAAC/^CAAAAAGAAGTTAGCAATAGCAGCTGGAACAGGAACAGGAACACCTTCAA 
GCTCAGCAATTTCGCCATCATCATCGGGTTCTGGAAGTACAACACCAAAACCATCAGAGTCAACCA 
CACCATCGGCTGCCCGTAAAGGTCCAAGAAATCCAAAAACTGACGGTGTAAATACTCAATTATACG 
AAAATGATACCAGAAATGCATCGGTTAGTGCTTTATACACGTCGTTAGCAGTTGATCGTGACGATT 
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CACCAAAACACATTTTGAGAATAGCTATTGAAATCGAGGCTGAAGTATACAAGAGCGAATACCTGA 
AAGTAAGTGACAGTTATAGAAATAGGTTAAGAAGCTTTACCATGAATCTTCGAAATAAGAAAAACC 
CAGAATTAAGAGAAAGAATCTTATCGAAACAAATTTTACCTGCTGCGTTCATTAAAATGACCCCTA 
ATGAAATGGCTCCTGAGGCATTGAAAAAGGAAATTGAAAAATTGCACAAACAAAACTTGTTTGATG 
CTCAAGGTGCTACTGAAAAGAGAGCAGTGACCGATAGATTCACTTGTGGCAAGTGTAAGCACAAGA 
AGGTCAGTTATTATCAAATGCAAACCAGATCAGCGGATGAGCCTTTAACTACATTTTGTACTTGTG 
AAAATTGTGGCAATAGATGGAAGTTTTCATAA 

YGL043W_homolog 3 05aa (SEQ ID NO 3 48) 

MDTKEIRSTVSNLEKAVDDTTILKLLNILNDGVKPSEKLLRETKVGVAVNKFRSHDSAEINGLVKK 
MII^RDAVQAEKNNKKKLAIAAGTGTGTPSSSAISPSSSGSGSTTPKPSESTTPSAARKGPRWPK 
TDGVNTQLYENDTRNASVSALYTSLAVDRDDSPKHILRIAIEIEAEVYKSEYSKVSDSYRNRLRSF 
TMNLRNKKNPELRERILSKQILPAAFIKMTPNEMAPEALKKEIEKLHKQNLFDAQGATEKRAVTDR 
FTCGKCKHKKVSYYQMQTRSADEPLTTFCTCENCGNRWKFS 

YGLl03W_homolog 1301bp public: 1..688, PathoSeq: 689.. 1301; axon 

1: 501.. 548, intron 1: 549.. 899, exon 2: 900.. 1298 (SEQ ID NO 349) 

ACATTTATTGTTGGCTATACTTTCCCAGTTTTAAAGGAATGGTTAGGCGGGTCAGTCTACTTTATT 

TTTACTGTAATGTGTTGTGGCAGTGTATGGTTTATGAAGACTAAAGTTCCTGAGACAAAGGGTAAG 

CATTCGTACCAGGAAGTCTGGAATTAAACGGTAGTTACTTCCAGTATATATGGTGTTCATTGTGTT 

TTGTGTCTAAAGTTGCGTTAGGGCTAAAGCCCTAATCAATAGTAGTGTACTTTGTTTGAAAAAAAT 

AATACATGCAAAATACTGCATATTAGAATTATAAGGGAATGAAAATGAAAAAAAAAAGAATAATTT 

TGTAGATCGGATAGTGTGAGCGCGCACACACACACAAACTTTGTAGTGCTACAGTTTCTCTCTTTC 

CCATACACTCTCGCAGTCGCACGCTTGACAAAAGTTAATTAGAAATAGAAAAATTTCTCATTCCTT 

TTGAGTTTTCCACCATAATCAACTAGTAATAACCAACAATGCCTACTAGATTAACTAAAACCAGAA- 

AACACAGAGGT7VATGTTTCTGGTATGTACAATTTCACTAAAGTTTTAACGGATGAAAGAGTATTGA 

ATGTTCAAGGACATATGGAGATTTAGAGAAAACATGGAAAACTAATCGAAAATGAATAATGAATGG 

TCATACAACCAAAGCAATGAATATGAGTAGTTTGGGAAACCACAACATACGAGTTATTTTTCAGAA 
CAATCAAGTTTATCATTTACAGAAGACAGTTCCATCAATATGTCCAAAATACTCTTTGAAGTCAAT 
TAAAGTCAAATGAACGAATTACTAACTTATTTT-TTTCTTTAGCCGGTAAGGGTAGAATTGGTA7VAC 
ACAGAAAGCACCCGGGTGGTAGAGGTAAAGCTGGTGGTCAACATCATCACAGAACCAACTTGGATA 
AATACCATCCAGGTTACTTCGGTAAAGTTGGTATGAGATACTTCCACAAACAACAAAACCACTTCT 
GGAGACCAGAAATC7\ACTTGGACAAATTGTGGACTTTGGTTGATTCTGAAAAGAAAGACGAATACT 
TGAGCAAATCATCTGCTTCTGCTGCTCCAGTCATCGACACCTTGGCTCACGGTTACGGTAAAGTTT 
TGGGTAAAGGTAGATTACCAGAAGTTCCAGTCATTGTCAAAGCCAGATTTGTTTCTAAATTAGCTG 
AAGAAAAAATCAGAGCTGTTGGTGGTGTTGTCGAATTAGTTGCTTAA 

YGLl03W_homolog 149aa (SEQ ID NO 350) 

MPTRLTKTRKHRGNVSAGKGRIGKHRKHPGGRGKAGGQHHHRTNLDKYHPGYFGKVGMRYFHKQQN 
HFWRPEINLDKLWTLVDSEKKDEYLSKSSASAAPVIDTLAHGYGKVLGKGRLPEVPVIVKARFVSK 

LAEEKI RAVGGWELVA 

YGLl47C_homolog 423bp PathoSeq: 1..423; CDS: <1..420 (SEQ ID NO 
351) 

GCTATCAAAATCACTGTTCACAATGGTGACAGAAAACACGTTGCTGCTTTAAGAACTGTCAAATCT 
TTGATTGCTAACTTGATCACTGGTGTCACTAAAGGTTACAAATACAAGATGAGATTTGTTTATGCG 
CATTTCCCAATTAACGTTAACATTATTAAAAAAGATGGTCAAGATTACGTTGAAATTAGAAATTTC 
TTGGGTGAAAAAAGAGTTAGAGAAGTTAAAATCCATGAAGGTGTCACCATGGAAATTTCTTCTACT 
CAAAAGGATGAATTGATTGTTTCTGGTAACTCCTTGGAAGCTGTTTCTCAAAATGCTGCTGATATT 
CAACAAATCTGTCGTGTCAGAAACAAGGATATCCGTAAATTCTTGGATGGTATTTATGTTTCTGAA 
AGAGGTACCATTGTTGAAGAAATCTAA 

YGL147C_homolog 140aa (SEQ ID NO 352) 
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AIKITVHNGDRKHVAALRTWSLIANLITGVTKGYKYKMRFWAHFPIIWNIIKKDGQDYVEIRNF 
LGEKRVREVKIHEGVTMEISSTQKDELIVSGNSIiEAVSQNAADIQQICRVRNKDIRKFLDGIYVSE 

RGTIVEEI 

YGL213C_homolog 1655bp PathoSeq: 1..1655; CDS: 501.. 1652 (SEQ ID 
NO 353) 

GATGATCGCTAACAAGGTACCCGATTTATTCATCAACAAAGAAGCTACTTCATAGAATTGATTCTC 
AACCTTAAATAGCTTGTAGTTTTTATGATTGGGACTAATTGTGCAGCATCGAACAATATTGCCAGT 
TGCATAGAATAAATCGGTATTATTACGGCATACCAATCGATTGTAGGGGGTTGAAGCTGGTGCTAA 
TTCTGGGGTTGTTGCATTTCCAGTCCATAAACGTTGAAACACAAATTGCTGTGTAATTTGGTGAAT 
GAATTGATCAGATGATCCTATGGGTGGCATTGTTAAGGTTGTTCGCTACGATGTATTTCTAGGATA 
ATGAAGGTAAGTACGAACTTATGAGTTTTGATTTCCTTCCTGATGTTTTTTTTTCCTTGTTTTCTT 
TTGTCGTTGTAGCAAGAAGAAAAAAAAAAAGTGTCTTCACAAGTCTTGGACTCAATTTTCACCCCT 
CCACAAACTCAATTTCAATTAACTATCAATAATCCAATATGGGTAAACAGTATATATCTACCGTCA 
GTGCATCTCAGGCTCATAAGCTGGATATTCTTGGTGTAGCTATTACCAATAAGTTCACTGTATCCG 
TGTCTAGTGATGGATATGCGAAATTTTGGGACAACAAGCAAGACGAAGTTCATCTGCCTAAAGAAT 
TTGTCCAACTGGTATTTATAGATAAAAGCGGAATCCATGCGGTGGCTGCTTACGAAAATGTTTTGC 
CAAGCTCTACATTGAAAGTGACATTATTAGCATTTGCATGTTTCAATGGATCTATCATCTTCAGAT 
ATTATATCAATGATGACTTTTGAACTATCGAAAGTCTAACTGATGATATAAAATCATTTGAAAGCA 
ATTGTTGGACCCCTGGCTTTTATCGCGATCCAGAATCCAAACAAGACTATTTTATTACAACCAAGA 
CCAATGGCACTACAGAGGTTCATTTATTGAATATTGTTGATGAAAATGAGAAGGCTGTAATCACAT 
TTGAAAAGTTTGGGCAATTAAAAGGAAACTCTTCTTCTTTCCCAAATTCTTTGGCTATATGTCCAA 
CAGAGAATAAAAAATGTGCTGTGGGGTACATCAATGGTGATGTCTTGTTATATGACTTTGTTAGCT 
TGAAATTGATATACACATTTCGTTCGAGTGATTTGGTGACCAGTAGAAATTCCCAATCGACGTCTA 
TACCTAGGGTGTTGGCATTTTCCCCTGGTGGAACCTTGTTGGCTGTGGCAAGAGACAATCAAGCTG 
CTGGGTCAATTACATTATACGACGTTGAGCATGGTGAGAATGTGGGGTCTTTGGCCACACCCTCAC 
ACTCGGCCAAATCTGTTGTTGGTGGGTTTGCACATCAAGGCTGGATTTTGGGGTTGAGTTTTGATG 
AGGAAGGTAAGCACTTGGCTAGTTGTGGATTTGACAAATGCATAAGAGTCTGGAATTTAGAAACAA 
GCGAAAGGGAAGCAACAATTAGTATATCTATATGAGACTTAGATGATACTACACATAATGATCAAG 
ACGAGAGTGTCGCTTCTGGTGTTGCTTTTATTAAAAAGGGGGTTAGAGGTGGCTCTGGTGGTGACA 
GCAATGAAGGATTATGTGTCGTGAGTTTCGATAGAGGAATAAGATGGTACCGAGAGGCAGGAGGAA- 

TATAG 

YGL213C_homolog 384aa (SEQ ID NO 354) 

MGKQYISTVSASQAHKSDILGVAITNKFTVSVSSDGYAKFWDNKQDEVHSPKEFVQSVFIDKSGIH 
AVAAYENVLPSSTLKVTLLAFACFNGSIIFRYYINDDFSTIESLTDDIKSFESNCWTPGFYRDPES 
KQDYFITTKTNGTTEVHLIiNIVDENEKAVITFEKFGQLKGNSSSFPNSLAICPTENKKCAVGYING 
DVLLYDFVSLKLIYTFRSSDLVTSRNSQSTSIPRVLAFSPGGTLLAVARDNQAAGSITLYDVEHGE 
NVGSLATPSHSAKSWGGFAHQGWILGLSFDEEGKHLASCGFDKCIRVWNLETSEREATISISISD 
LDDTTHNDQDESVASGVAFIKKGVRGGSGGDSNEGLCWSFDRGIRWYREAGGI 

YGR085C_YPRl02C_homolog 1418bp public: 1..1418; exon 1: 501.. 503, 
intron 1: 504.. 896, exon 2: 897.. 1415 (SEQ ID NO 355) 

ATAGAGATGCTTATTCTGGTGGTTCAGTTAATTTATATCATGTCACTGAACAAGGTTGGACTTATC 
ATGGTAATTTCAATGTTGGTGATCTCTTTTGGGAAGTTAAAGAAAAGGAACAATCATTTGTAAATG 
TAGATGGATAAAGTAAGTTGATTGTATAAAAAAAGAATGGATTCATTAATATAAATTTACAAATCT 
GATAATAAACTACAGTAACTATTATGCAACAATTGAAAGTATCCTGTGTCACGTGATTAGGGCTCA 
AAAGCCCTAACAGGTTGCACGTGATGTTGATTTATTTATCCCTGCACACATTGAGTTTTTTTTCTA 
TGGTGAAAATTATTAGTGAGACGATGTTGTTCGCATTTTACCACACACTCTCACACTGAGTGTAGT 
CATACTAACAATCTTCTCACACTATACACAAAAAAAATCTTTCGTTTGAAAAGTTTTGAAAGGTTC 
GTTTTCTCAATAGTATATCCATACAATAACTGCCAAAGATGGTATGTTCAAGTGTTTAAAGAGATC 
GAAATGTTTTGTTTTAATTGGAAGTGATATCATAATGAGAAAATATGGGAAATAGAGATAGGACCG 
AATTAATTGAAAGAGTTTTCTTTTGGGGAAATGGGTTCAATAAGATTTTTCAAGATTGGAATCAAA 
TTATGTCAGATGTGAAGAAGAGTAAATATAACAAGAAGTTCAAATCATTAAAAATTTTATGTAAAT 
ACAACGATTATCAATTACAGTCAACGAATAGAATAAAACAAAAGCCAGCATATAACAGATACCAGT 
GATTCATCCCAGTGATATAAATAATGATATTCAATTAAAAACAATATTAAGACATTTTTTATTTAT 
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GTATCAACAAAATACTAACTTATCTTTCTTTTAATTAGTCTGACAAATCCCAAAATGTTATGCGTG 
AATTACGTATTGAAAAATTAGTTTTAAACATTTGTGTTGGTGAATCCGGTGATAGATTAACCAGAG 
CCGCCAAAGTTTTAGAACAATTATCTGGTCAAACCCCAGTTCAATCTAAAGCTAGATACACTGTCA 
GAACTTTCGGTATTAGAAGAAATGAAAAAATTGCCGTCCACGTTACTGTCAGAGGTCCAAAAGCTG 
AAGAAATCTTGGAAAGAGGTTTGAAAGTTAAAGAATATCAATTAAGATCTAAAAACTTCTCTGCTA 
CCGGTAACTTTGGTTTCGGTATTGATGAACATATTGATTTAGGTATCAAATATGATCCATCTATTG 
GTATTTACGGTATGGATTTCTACGTTGTTATGGGTAGAGCCGGTGCTAGAGTCACCAGAAGAAAGA 
GAGCTAGATCCACTATTGGTAACTCTCACAAAACCAACAAAGAAGATACCATCCAATGGTTCAAGA 
CCAGATACGATGCTGAAGTTTTGGATAAATAA 

YGR085C_YPR102C_homolog 174aa (SEQ ID NO 356) 

MSDKSQlWMRELRIEKLVLNICVGESGDRLTRAAKVLEQLSGQTPVQSKARYTVRTFGIRRIsFEKIA 

VHVTVRGPKAEEILERGLKWEYQLRSKNFSATGNFGFGiPEHIDLGIKYDPSIGIYGiypFYVV^ 

RAGARVTRRKRARSTIGNSHKTNKEDTIQWFKTRYDAEVLDK 

YGR118W„YPR132W__homolog 919bp PathoSeq: 1..919; CDS: 482.. 916 (SEQ 

TATTGCGTAATCGTTATCAATGTTTGGATTGTTGCAACGCTGGGTTGTGTGTATATGCGAGAi^ 

AGTAATTGTTTAAAAATAATCGATGGAGCAGTCTGGCACTAAATAAATAAAATGTCATATTGACAT 

GATAAGGATTTATCAATACTGTTAGGTCTATAGCCCTAACTTTAATCATTTACACGTGATACAAAA 

Ty^GTTGTTTGATCCCGCACGACTATGAGTACGCACTCACTAATTATAGCCTGAAAAAAAAAATTTC 

CACATAGTAAGGGGATTTTGTATGGTGGTGCGCTCGCCTAAGACGTCTGCATACATTTTCTAAAGT 

CACACTGATATAGGGATGTTGTGGTAGTGATTGTGTGTTCCCACCAAATAACTTTGCGGACACTCT 

CATATACTCAATTTTTTTCTTACAAAAATTTTTTTTCTTCTACTTTTTTCAAGAATTCTTCTTTTA 

CAATTCAACAACATCAATCATGGGTAAAGGTAAACCAAGAGGGCTTAACTCTGCTAGAAAATTAAG 

AGTTCACAGAAGAAACAACAGATGGGCTGATCAAGCTTATAAAGCTAGATTATTAGGTACCGCTTT 

CAAATCTTCTGCATTTGGTGGTTCATCTCACGGCAAAGGTATCGTTTTGGAAAAAATTGGTATTGA 

ATCTAAACAAGCAAACTCTGCTATCAGAAAATGTGTCAGAGTCCAATTAATCAAAAACGGTAAGAA 

AGTCACTGCTTTCGTTCCAAACGATGGTTGTTTGAACTTTGTTGACGAAAATGACGAAGTCTTGTT 

GGCTGGTTTCGGTAGAAGAGGTAAAGCTAAGGGGGATATTCCAGGGGTTAGATTCAAGGTTGTTAA 

AGTTTCCGGTGTCTCTTTATTAGCTTTATGGAAAGAAAAGAAAGAAAAGCCAAGATCATAG 

YGR118W_YPRl32W_homolog 14 Baa (SEQ ID NO 3 58) 

MGKGKPRGLNSARKLRVHRRJMNRWADQAYKARLLGTAFKSSPFGGSSHAKGIVLEKIGIESKQPNS 
AIRKCVRVQLIKNGKKVTAFVPNDGCLNFVDENDEVLLAGFGRRGKAKGDIPGVRFKWKVSGVSL 

LALWKEKKEKPRS 

YGR277C_homolog 1164bp PathoSeq: 1..724, public: 724.. 1164; CDS: 
196.. 1161 (SEQ ID NO 359) 

AATTCATTTGATCTCTAAGAAGATGAACAGGCCTTGAATGGGAGGGGTTGGTTCGACTTCCACGAA 
ATGTGGTTGGAAAAACTTGAGTCCTCAAAAAGGTTCTCTCGTAAAAGGCCAGAGAAAGAAAAAACC 
ACCAAACCCCCACCACCAACCTAACCTTTTCCTTCCATCCATTCCTCTTTCCTTACTTTGCAAATG 
TTGAATCCAGTTATATTCATTAAAGATCCTATAAAATACGATTATTCACAATTTATTATATCTTTA 
CTCCCGAAATTCATTAATTGTAATCGTATTGATTTAGTTATACTTTGTCAAATCACCGAATCAAAT 
CAATTGAATGAAATTTTATGTTTTTATTATCAATTAATTCGTAATCATAAGAATAATGGAGATACT 
GATGGAGATACCGACAGTTTGCCTATGTTTGATTATCGATTTGAAATTAATATATTATTTAATTTA 
TCAACAAAAAAATTGAATCAATTATGTTTAAATAATTGGAATCATGGATATATTGCGGAAGGTGAT 
AATGATAACAGTACTAACTTGTCATCTTTGCCATTGTCAATAACACAAATATCAAACATTGAAATT 
CCAACAATCCAATCAAGAGCAAATAGTAGTAGTGCTTATAATGATGAGGATGATAAAATTACTACT 
AGTCGGCAATATCAACAATTTAAAACTACTGCTGTAGGTGGAACATTTGATCATTTACATGATGGT 
CATAAAATTTTATTATCAATGGCAATTTTTTTAACTTCAAATAAATTAATTATTGGTATAACTGGT 
TCTAATTTATTAATTAATAAAAAATTTAAATCTCAATTACAAACTTTTAATCAAAGACAAAATTTA 
GTTATTCAATTCATAAATTTATTATTATTGAGTGAAACCAGTGTTATTTTTTTTGAAATTTATGAA 
ATTAATGATGTTTGTGGTCCAACTGGTTATATTAATGATATTGATAATTTAATAATATCTCAAGAA 
ACTAAATCTGGTGGTGAATTTGTTAACAAATTTCGTAAAGATCATGGATTTAAATTATTAGATATT 
ACAATAATTAAAGTGATTGGTGGGAATATTGAAGAAAATTCATGGAAAGGTAAATTAAGTTCAA 
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CTGATATTAGAGAACAAGAATATAATCGATTATTAAATCAATAA 
YGR277C_homolog 322aa (SEQ ID NO 360) 

MLNPVIFIKDPIKYDYSQFIISLLPKFINCNRIDLVILCQITESNQLNEILCFYYQLIRNHKNNGD 

TDGDTDSLPMFDYRFEINILFNLSTKKLNQLCLlSnSfV\nSfHGYIAEGDNDNSTNLSSLPLSITQIS^ 

IPTIQSRANSSSAYNDEDDKiTTSRQYQQFKTTAVGGTFDHLHDGHKILLSMAIFLTSNKLIIGIT 

GSNLLINKKFKSQLQTFNQRQNLVIQFINLLLLSETSVIFFEIYEINDVCGPTGYINDIDNLIISQ 

ETKSGGEFVNKFRKDHGFKLLDITIIKVIGGNIEENSWKGKLSSTDIREQEYNRLLNQ 

YGR284C_homolog 142 7bp public : 1..1427; CDS: 501.. 1424 (SEQ ID NO 
361) 

CAAGAGTAAAATCTAAATCGTTCCAATGATTTTGGACAGCTCATAGGTTAAGAGGTCTACATGTGT 
TGGTGGCAGTAGTATTGGTATTAAGTGGGTGGGTCATGGTATTAGAGAGTGGGTGTTATAAAAGAA 
GGTTGTGATTTTTTTTTTCCACTGGTGGTGGTGGTGCTGATTGTACTGCTGTTCACTTTATTGTTT 
CGTTTCGTTTTTCCTTTGTTTTGTTGACGTTGACATTTTTTTTGCTGTTGTTGTTGTATGGGAATT 
TTTGTATTAGTTGTTCTTTTTTGTTTTTTTTTACTTGTTCAAAGTTTCATATAATAATAATATTCT 
TGTTTTCATATTTTTTTTTTCAGAACAAGAACAAATACAACTTATATAATTTGATCTTACTCTTAT 
CCCCAGGTTTTTCTATTTGTTTTTGGGTTTGCCATTCATATATATATATCTATTATTCAAATCAAT 
TTGAGGAGTATCATTAATTTAAATTATATCAGTTAACAATGTCGTATCGTGGTCCTAATCAATTTG 
GTAATCAACCTCCACATCATGGAATACCTTCTCAACCTCAACCACATATTGGTCCAATATCTTCCA 
GCAAAAGTCCTTTAGAACAATTTGAAGATGTTGCTAAAAAAGTTGAAGATTGGATCGATGATTATT 
TTAAAGTCTTGAAACCATACGTCCCAGCAATTGGTAGAGCATTTTTGGTGGCCACTTTCTATGAGG 
ATACTTTAAGAATCTTCACTCAATGGAATGAACAAGTTTATTACTTGCACAACTATAGACACTATT 
GGCGTTGGTTGACCGTTTTATTCTTGATCAATAATATGGTGGTTATGACAGTTGCATCCACTTTAG 
TAATTGCCAGAAAAAAGAATAACATTGCTACTATTGCATTGATCGTTGTTGTTATTATACAAGGTA 
TTGGGTATGGTTTATTGTTTGATGCTCAATTTGTTTTGAGAAACTTGTCCGTTGTTGGAGGGTTAG 
TATTAGCATTTTCCGATAGTATTGTTAGAGATAAAAGATCCTTAAACATGCCAGGTTTACCGATGT 
TGAACAATCAAGACAACAAAAAGTATTTCCTTTTAGCTGGTAGAATTTTGTTAGTATTATTATTTT 
TGGGATTCGTCTTTTCTTCTGATTGGTCATTGGGTAGAGTTTTCATTATTATAATCGGGTTAACTT 
CTTGTGCTTCAATTGTTGTTGGTTACAAGACAAAGTTTTCAGCTGCTATCATGCTTATTGTTTTAT 
TCTTATACAATGTGTTCACTAACCAATTCTGGGCTTATGCATCTCAAGATGCTAGACGTGACTTTT 
TGAGATATGAATTCTTCCAAGTTTTGTCAATTGTGGGAGGATTATTGTTAGTGGTTAATGCAGGTG 
CTGGTGAATTCTCCATCGATGAAAAGAAAAAGATTTATTAA 

YGR2 84C_homolog 308aa (SEQ ID NO 362) 

MSYRGPNQFGNQPPHHGIPSQPQPHIGPISSSKSPLEQFEDVAKKVEDWIDDYFKVLKPYVPAIGR 

AFLVATFYEDTLRIFTQV\ttvrEQWYLHNYRHYWRWLTVLFLINNMVVMTVASTLVIARKKN^ 

LIVWIIQGIGYGLLFDAQFVLRNLSWGGLVLAFSDSIVRDKRSLNMPGLPMLNNQDNKKYFLLA 

GRILLVLLFLGFVFSSDWSLGRVFIIIIGLTSCASIWGYKTKFSAAIMLIVLFLYNVFTNQFWAY 

ASQDARRDFLRYEFFQVLSIVGGLLLWNAGAGEFSIDEKKKIY 

YGR2 85C_hoinolog 1876bp PathoSeq: 1..1215, public: 1216.. 1876; CDS: 
501.. 1781 (SEQ ID NO 363) 

AATTATTAGTTGAAAAACAAATCATACCTATTGCCAGAGCTCAAATGAAAGTGAGAATTACGTTAT 
CTAAAAAAGCATACTTAAAGACTTTTCAAGATGAAATAAAACCTGTTATTGATCAAATTGTGGAGG 
AAGATAACAATGGGAAACAATATGAGATTGTTGGGATTATAGATCCTATAAATTATAGAGTCTTGG 
TCACATTAATTGAAAATACAGATGGAAGCAACAAAGTCGCTAAAGGAGAAGGGTCTATAGAAGTAT 
TAGATATGTCTGCCATAAAAGAATAAAACTAAACTAGACAAGTGTATAGAATCTTTTTTATTAATA 
GATGCTTATCTTAGTTATGTTCCAGAACAATTCATGTTAGGAGAGAGAGAAACGCAATCACTCAAT 
TTTTGCACAAACAAAAAACGAGAAGATGAAGAAGCAAAAAAGAAAATTTTTTTTTCTCAACCATCT 
TAAATCCTCCTACAATTAATTTCATACCAATAAAGAACATGTCTATTGTATTACCATCAGGAACTA 
CTGACGGATTTAAAGCCGTCTCCAAATACTCTGCCCCAGTGCGTCGTCCAATTGAACCAGTTGGTC 
GTTACTTCTTAGCCCACGCCTCAAGAACTTTGCGTGGACACACTTGGTCTGAATTTGAAAAATTGG 
AAGCTGAAAAGAATGTTAAACAAATCGAAGTCAACGAAGATGAGGATTTGGGAGATGAAGAACAAA 
GTGAAGAGTTATTAGAACACGATCCAAGAGAATGGAAGACTGCCAATTTATATGCTGTTTTAGGTT 
TATCTCATTTGAGAAGTAAAGCCACTGAAGATCAAATCAGAAGAGCCCACAGAAAACAAGTTTTGA 
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AACATCATCCAGATAAAAAATCCGCTAGTGGTGGATTAGAAAACGATGGATTTTTCAAAATTATTC 
AAAAAGCCTTTGAAGTTATGTTGGACCCAGTCAAGAGAAGACAATACGATTCTATTGATGTTGAAA 
ATGATCCAAAACCACCAGCTCCAAAATCCAAATACGATTTCTTTGAAGCTTGGGGTCCAGTATTTG 
AAAGTGAAGCAAGATTTTCTACTAAACAACCAGTTCCATTGTTGGGAAATTTAGAAAGCACCAAAG 
AAGAAGTTGATGCTTTCTACAGTTTCTGGGGAAGATTTGACTCTTGGAAGACTTTTGAATTCAAAG 
ATGAAGATGTTCCAGATGACACTGCCAACAGAGATCACAAACGTTATATTGAACGTAAGAATATTG 
CCCAACAGAAAGAAATTGAAGCAAGAAGATCACAAGAGATTATCGAATTGGTCGAAAGAGCTCATG 
CTGAAGATCCAAGAATTAAATTGTTCAAAGAAAAAGCCAAGAAAGAAAAGGCTGCTAAGAAATGGG 
AAAAAGAATCTGGATCAAGAAAAGCTGCTGAAGAGGCTGCTGCCAAAAAGGCTGCTGAAGAGGCCG 
CTGCTAAGAAAGCCGCCGAAGAAGCCGCCGCTTTGAAAGCCAACTCTAAAAAAGCTAAAGAAGCTG 
CTAAAGCTGCTAAAAAGAAAAACAAGAGAAACATCAGAGCTGCTGTTAAAGACAATAATTACTTTG 
GTGACTCAGCTAAATCTGCCGACATTGATGCTGATGTCGATTTGTTAATCGAAAAATTCGACGATG 
TCAAATTAGGTGAAGTTGCTGATAAAGTTAAAGATGCTGATGCTGCTTCAGTGAAATCTACTTTTG 
TTGAAGTTGCAAAGGAATTGGTTGGAGCTGGTTCTTTAGATGCTTCCTATTTGAAATATTTTAACT 
AGATTTTTTTTTTGTAGGAAAATAATATATATAGAATGTAAACTATCAAAAACAATTATACAGAAG 
CTGAACTCAAACAAGACTAAACAGCAAG 

.YGR28 5C_homolog 427aa (SEQ ID NO 364) 

MSIVLPSGTTDGFKAVSKYSAPVRRPIEPVGRYFLAHASRTLRGHTWSEFEKLEAEKNVKQIEVNE 

DEDLGDEEQSEELLEHDPREWKTANLYAVLGLSHLRSKATEDQIRRAHRKQVLKHHPDKKSASGGL 

ENDGFFKIIQKAFEVMLDPVKRRQYDSIDVENDPKPPAPKSKYDFFEAWGPVFESEARFSTKQPVP 

LLGNLESTKEEVDAFYSFWGRFDSWKTFEFKDEDVPDDTANRDHKRYIERKNIAQQKEIEARRSQE 

IIELVERAHAEDPRIKLFKEKAKKEPCAAKKWEKESGSRKAAEEAAAKKAAEEAAAKKAAEE 

ANSKKAKEAAKAAKKKNKRNIRAAVKDLmYFGDSAKSADIDADVDLLIEKFDDVKLGEVADI^ 

DAASVKSTFVEVAKELVGAGSLDASYLKYFN ' • : • 

YHR021C„homolog 117 8bp public: 1 .. 537 / 917 . .1178 , PathoSeq: 
538..916; exon 1: 501.. 503, intron 1 : 504 . . 932 , ' exon 2: 933.. 1175 
(SEQ ID NO 365) 

TTTCATTTGTAGGCATTGTGTAGAATGTGGACTGTAGGAAGGTGCAAAATATATATCCAATAAGTC 
ACATCTCAAATTGGTAGTAGAAGAATTCAACCTTGGGACAGTATTCTCTGCTTAAAATGAGTTTAC 
TGATCAAATAAAATATTGGCTCAACCATTGAAAAGCTATTCTTGACACTTTTTGCAGTTTTAGTTT 
TGGTTGTTTCACAATTGAAAAAAAAAATGTTGAGCCCTAATAGCCCTAATTGTTTGCACGTGATGT 
ATTGCTTTGAGTGAAAAGTGTACATTTGTACACACACAAACAAAAAAAAACTAACTTCTTCGCCCA 
ATATGCTGCGTATAGTGAGAAATCTTCTTCTCTCTTGCCATACTATCGCATTTTTTTTTTTGGTAA 
CTCACGAAAGCTAATTGGAAAGAAGAAAAGAGAAAAAAAAAAAATTTTCAGTTTTCAATAGATTTC 
AGTTTTTGAATTATACATATTAGAGAAACAAGTTAACAATGGTATGTTCATTAGATTTACCATGAG 
TTATGGAGGGATATTCCTGGATGATCAGAATATCATAATATAGGAGTATACTATTTTACTGGAATC 
AAGATATAATTGAATTGAAATAAAAATTGAATAAGAGGAAGCATAGAATACGGAATGATGATTAAC 
AAATCAGAAAACATTGTACTACCGAATAATGAATTAGGATCAACATATTAATATCAACTACTACTT 
TAAAAGAACAGGAAAATGAGAAGAGAATCAGCATGAAAGTTACCACCTCAGAAAACGTCAAAGAAA 
TATACTTTTGGTGTGGATCCATGTGTTATTACTGAAATCATCGAAACGAATATAACCCTCCTTTTC 
CCACATTGACATAACTCAGACACAATCTTTCAAATAAAACATGTAATACTAACTATTATTTTTTTT 
TCGTATAGGTTTTAGTTCAAGATTTATTACATCCATCTCCAGCCACTGAAGCTAAACAACACAAAT 
TGAAAACTTTAGTTCAACAACCAAGATCTTTCTTTATGGACGTTAAATGTCAAGGATGTCTTAATA 
TCACCACTGTTTTCAGTCACGCTCAAACTGCTGTCACTTGTGACTCTTGTTCTACTGTTTTGTGTA 
CCCCAACTGGTGGTAAAGCTAAATTGACTGAAGGTTGTTCATTCAGAAGAAAGTAA 

YHR021C_homolog 82aa (SEQ ID NO 3 66) 

MVLVQDLLHPSPATEAKQHKLKTLVQQPRSFFMDVKCQGCLNITTVFSHAQTAVTCDSCSTVLCTP 
TGGKAKLTEGC SFRRK 
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YHR141C_YNL,162W_homolog 1179bp PathoSeq: 1..1179; exon 1: 

501.. 503, intron 1: 504.. 861, exon 2: 862.. 1176 (SEQ ID NO 367) 

TTTATATTGTTTTTTGTTTCTATGTATAGTAATTATTTAATTTGATGTTCCATTATTCATGTAATT 

GTGATGTATTTTTTTTGTTGGTCCTTCTTTGTGTTTTGATATTTTGCAGCTGGTCGGATCATACAA 

ATTTGGAAGGAGCTACCAAAGCAGAAATGATAGCAAAAAAAAACAGGAGACTTTTGGAATTTCTTG 

GTTTAGGGCTCTAGCCCTAATGCCTGTATATAATTGATTGATGCTTTAAAATTTGTGCGGTGAAAA 

ACAGAAGCGAAAAAAAAAGAGCTGGAAAGTGTGATTAACAACAACGAGGGAAGAAAAAAAACTTAA 

TTAGGTGAACAAAAATTAATGTGTGAGCGTGTACATGCACAATTTTCAATTGGTTATTCTCACGCA 

CTAACAAACTCAACCTCCATTGTGAGAAAAGAGATTTTTCTTTGAAAAAAAATTTACATACATATC 

TTAGTTCACTAGTAACTTTCGAAGACAACATAGACAAGATGGGTATGTTCCAGTATAGCAATATTC 

AACAATGAGATACAAGATATTCCTCCAATACAAAGAGATTAATGGTGTTTTTGATAGAGTGTAAAG 

CCATGTGTTTAATAAGAATGATTTGTCAAGGGATAAGATGAAAAGTGGAAATTGTCCAAACAACAT 

TGAAACGAATTTTCTGGGATAGCGTTCAAACAATCAAACCTATCCAGGTTTCTTATGACAATTAAG 

AAAACAAGTCAATATTATCAAAGATGGAGTTTTATAAGGAGAGATATTGAAACATCAAATTGTTGA 

AAGAAATAGCCAACTATTTGGCACCATTTCCTGTGATCATAGAAATACTAACAATCCTCTTGTGTT 

ATAGTTAACGTTCCAAAAACTAGAAAGACCTACTGTAAAGGTAAAGAATGCCGTAAACATACCCAA 

CACAAAGTTACCCAATACAAAGCTGGTAAAGCTTCTTTGTTCGCTCAAGGTAAAAGAAGATATGAC 

AGAAAACAATCCGGTTATGGTGGTCAAACCAAACAAATTTTCCACAAGAAAGCCAAGACTACCAAA 

AAAGTTGTTTTGAGATTGGAATGTGTTGTGTGTAAAACCAAGGCTCAATTACCATTGAAAAGATGT 

AAAC ATTTCGAATTGGGTGGTGAC AAAAAAC AAAAAGGTC AAGCTTTAC AATTTTAA 

YHR141C_YNL162W_hoinolog 10 6aa (SEQ ID NO 3 68) 

MVNVPKTRKTYCKGKECRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGYGGQTKQIFHKKAKTTK 
KVVLRLECWCKTKAQLPLKRCKHFELGGDKKQKGQALQF 

YILll2W_homolog 3583bp PathoSeq : 1 3 583 ; CDS: 365.. 3580 (SEQ ID 



GTGCGAATAATACAAGCGATCGTTTGAATAATCCAATGATTAGCTCTGATCAACGAATTCAAAATT 
TTCCCCTCAAGGACGTAGTACAACAAGAGATGAGAAGGGGTTTGAACTGTTTGATTTCAGAGGAGA 
TGACGGTGCAAAAAGATCTACCACCAAAGAAGCACATAATTTTTTGAATGATTCACGAAAGAGTTC 
CATTAGTGATATCTCAAGCCAAAAATTTTCAAGGGAAAGTTCCCGTAATGTTTCACGGGAAAGCAG 
CAGGCGAAGTTCAATAATAAAAATTGATCATCATACTAATGTGGACGTGTCAACGAAACCGGAAAA 
TATAAATAGCAGAGATAACAAAACTGAGAAGAATATGACTTTGAGTTCAGAGTCAACCAAACCGAG 
TGTCGAAGAAGTTAGTAAATCTTTGAAACCAACAATTACCAAGAAAACTTCATTCACTGATTACTT 
AAAATCTGCCAAAACTAAGGCTAAAGAAGAAAAGGTAACAATCGAAAAAAGTGACAAAACGATTAA 
TTCAGAAGAACGAAAAACGGAACCAATTCAACAAAGCGAGCAACTTTTAACGGACAAAAAGGATAA 
TAAACTGGAACCCAATAGTGAAGTAAATTTGAAAGACAATAATGACGACCTGAAAGCTACAGCTGG 
CTGTGCCCTAGGACCTGATAAGAATACTGGAAAAAACGATTCAGATAAATCAGAAACGACTCAACC 
AAAACTTGCCCGCTCAGAATCATTTGCCGATACATCATTATTGTCTCCAGTTAATGAAAGTGATAC 
TGATTTCAATTTCAATGAGTTAGCAGAGATACCGGAAGCAAAGGATGGTTCAGTTGTGGCAGCAAA 
TGTGCTGGAGAACATTGATGAGAATGAAAATATTTCAGAAGCTGAAACTGTTATAGCAGATGACCT 
TCCACGTCTCGATGAAGGAAAGAAACTTTTACGTGAACAAACAGCAGATGTAAAGAGACATAAATT 
GAAGAAAACAAAATTGAATACTATTTTTAGTTCCGATGAAGAGGAGGAGGAGATTCAAGAACCAGA 
TTTCAAACTCCAAGAACCAGAAAAACTACCAGAAGATGACCAACATCCTGATTTTCAAAATTCAAA 
AGCAACAACAGAAATCAGTAACGATAAAACAGAAGTAAATAAGCCAGAAGTGAAAGAGGTTGGCGA 
GAAAGAGAGAAATCACCAACTAGAAGATAGATTACCAATTAAAAAAGAGAAAATGCGGTCGGAGAA 
TGCAAAGACATCTGAAAACGGTGTCAGTTCAAAATCAGAATCTAAGATTTCAAAGTCGAAGAAACT 
ACCTTACAAAGTTAAACGTGATTCAAGTGGTCGATCATTATTACAACGAGCTTGCAAGAAGGGTAA 
TTTTGCAGATGTCCAAGATTACATAGAGAGGGGTGCTAGTGCCAATGAAAAGGATTTCTGTGGATT 
CACATGCTTGCATGAGGCAGCATTGGAAGGTCATACACAAATTGTGAAATATCTCATCGAAAATGG 
TGCTAATGTAAATGCGAAAGCTGATGAAGCTGGTGATTCCGAGACACCATTGATCGATGCAGCTGA 
AAACAAACATCTTGATTGTGTTAAAGTGTTACTAGAAAATGATGCTGATCCTACTATTTTCAATAT 
TGATGGATTCACCGCTTTAACTAAGATTTATAATGAACATGAAGGAGAAGAAGGATATGATGAAAT 
TATTCAAGTTCTAGAAGAAGCAACTGCAAACTATAACAGTCGTTTACCAAGAGAAGTTCAGTTTGT 
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ATCAGATGCTCCTATTGGTAGTGGACCAATCATGGAGGATCCAAATGACAACTATTTTGCAGAGCT 
AATTAAAGGTAAGGGAATATATAAATACGCTGCAGAGAATTCAAAAGAGAAAACAGCAGAATATTT 
TGTTGCTGGTCATAATTTAGAAGGAAAACCAGATATTTTAATTTTAGCTGCTAGAAACGGCCACAC 
AGAACTTGTTGATATTATACTAGGGCTAAACCCTACACCTTTTAATATTGATACCGAGTCAAGTTG 
TGGTGTTACTGCATTATTGGCCAGTATTGGACGCGGTCATTTTGAAGTTGTCGATTCCTTGTTGTC 
CAAAGGTGCTGATCCATTCAAGACAAGAAAAAAAGATGGGTTGAATGCTTTAGAAATTGCACAACA 
CTCGCCACATTTTGATTCACGGGAAGTTAGTGTAATAATGAAATTCATGGAGAAGAAGAGTGGAAC 
CAAAATTTTGTCTGGTATTCCGTCAAGGGTAGTATCTCGTGCAACATCTCGTGCACCTTCTGTTCC 
CGTATCATCAGACGAAGATGACGTAGTGGAAGAAAAAGAAATTACAGCACACACAGAAAATAAAAG 
TGCTGAAAAGAAGCTGGAGGATAAAATCACGAAAACAGTTAATGAGCATGTCAGCAATCGGAAACC 
CCACGAGTCTACAGGTCGAAAACTTGAAAAGACTCATAGCAATGAGGAAAGAAAGCGGAAACGTGA 
ATGGTCAGACGATGAACCTAAAGAACCACATCTTTTGAAGAAGTCAAAGTCTGATTTGAAATTGAA 
ATCACTACATAGAGAATTCACTTCTGATGATCACCACACCAGTGAAAGCCATTCAGATTCTTTTGC 
AGAAAAAAGAAAACATTTATCGGCAACGCCACCTGCTCCTCCGCCACCACCACCACCACCACCTTC 
TCAAGCAGTTATCAAGGCACAAGAAGAACAAAAAATCAAAGATGCTGAAGAAGCTAGATTGTGGCA 
AGAAAAGGTCGAAGCTAAAAAGAGGGCTCGAAGAGAAATGTTTTTAAAGTCCGAGAAAGAGAAAGA 
GCAGAAACGGAAAGAAGAAGAAGAATTGCGAGCACAAGAAGAAAAACGAATTGCCAAAGCAAAACA 
GGAAGAACAGGAGAGACTTGCTAGAGAAGCAGAAGAGAAATCGAAAGAACTAGAAGAAAAGAAAGT 
GGGGTTGCGACAACAGTTGACATTAGATCATTATCCGGTTGGATTGCGTTATTGCAAGTTTGATGG 
AAACCCAAATATCTCGGCTGTTGATAAATTTTTGCCTTTCTATGTATTTGTAATCGACGATAAAAA 
GTATGCTGTTGATTTGCAAGTCTCCTTGATCACGTCAACGGTTGTCAGCAAGGTTATCAATACTGT 
ACAACCTCATCAGAAGAGAGAAATAAATGCAACTGAAAAAAGCAAATTGTGGAAGCTCTTTTTCAA 
GTTTATTGGTATTGATCCTAGGAATCCAAATTGTGATCAAAGAAGCTCAATAACAAATGGTCAAAA 
ACAGTTTCAAAATTTGTTGCTTCATTTTGTGGAGGTAGATTTAGCTGAAGAATTTTTAAAGGAATT 
TCCAGAAGTACACTCAAAAGCAAAAGATAACCAAATTGATGTTAGTTTAGAGTCTTTGAGTGGGTT 
TTCTGATTGCGTCAAGGATGATATAATAGTTGATGGAAATCTTGAAATTGATATTGATTCCAAGAA 
AATCGAAAAGTTTATTCCTCCTCATTTGAATACTAGGAAAGACATTATTAGGACTGTCAGTACTTT 
AGCACACCCACTATGGTGA 

YILll2W_homolog 1072aa (SEQ ID NO 370) 

MTLSSESTKPSVEEVSKSLKPTITKKTSFTDYLKSAKTKAKEEKVTIEKSDKTINSEERKTEPIQQ 
SEQLLTDKKDNKSEPNSEVNLKDNNDDSKATAGCALGPDKNTGKNDSDKSETTQPKLARSESFADT 
SLLSPWESDTDFNFNELAEIPEAKDGSWAANVSENIDENENISEAETVIADDLPRLDEGKKLLR 
EQTADVKRHKLKKTKLNTIFSSDEEEEEIQEPDFKLQEPEKLPEDDQHPDFQNSKATTEISNDKTE 
VNKPEVKEVGEKERNHQLEDRLPIKKEKMRSENAKTSENGVSSKSESKISKSKKLPYKVKRDSSGR 
SLLQRACKKGNFADVQDYIERGASANEKDFCGFTCLHEAALEGHTQIVKYLIENGANVNAKADEAG 
DSETPLIDAAENKHLDCVKVLLENDADPTIFNIDGFTALTKIYWEHEGEEGYDEIIQVLEEATANY 
NSRLPREVQFVSDAPIGSGPIMEDPNDNYFAELIKGKGIYKYAAENSKEKTAEYFVAGHNLEGKPD 
ILILAARNGHTELVDIILGLNPTPFNIDTESSCGVTALLASIGRGHFEWDSLLSKGADPFKTRKK 
DGLNALEIAQHSPHFDSREVSVIMKFMEKKSGTKILSGIPSRWSRATSRAPSVPVSSDEDDWEE 
KEITAHTENKSAEKKSEDKITKTVNEHVSNRKPHESTGRKLEKTHSNEERKRKREWSDDEPKEPHL 
LKKSKSDLKLKSLHREFTSDDHHTSESHSDSFAEKRKHLSATPPAPPPPPPPPPSQAVIKAQEEQK 
IKDAEEARLWQEKVEAKKRARREMFLKSEKEKEQKRKEEEELRAQEEKRIAKAKQEEQERLAREAE 
EKSKELEEKKVGLRQQLTLDHYPVGLRYCKFDGNPNISAVDKFLPFYVFVIDDKKYAVDLQVSLIT 
STWSKVINTVQPHQKREINATEKSKLWKLFFKFIGIDPRWPNCDQRSSITNGQKQFQNLLLHFVE 
VDLAEEFLKEFPEVHSKAKDNQIDVSIiESLSGFSDCWDDIIVDGNLEIDipSKKIEKFIPPHLNT 

RKDI IRTVSTLAHPLW 

YIL148W„YKR094C_homolog 659bp PathoSeq: 1..659; CDS: 501.. 656 (SEQ 
ID NO 371) 

TAGTTTCTTTTGGCGGTATATCCTCACTCATGATTGATGTATTTGCCCACTAAAAAGAAAACCAAT 
GAAACAATAAGATTGATTGATAGATTTGGTTGTAATTAATCTGATGCTTTCAACATTTGTTTTTGT 
TCGTGTCTCGGTCATTGAGGTTGGGTAAATTGTTTTTCTTTTGAGAATTGTGAGCATGCAATGTCG 
CATGCAAATATGATGTCGCTCAATTGCGACATACTACTTAGGGCTATAGACCTATTGCACGTGCGT 
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TAGTTTTAAACCTAAAAAAACAATTTTGTGCAGTCGTGCACCATTCGTTCTATTTTTCTACTGTGA 
TTGACGTACAAACCTTCACAGTTCACGCACACTTTTGTCGATTCTCAAACCTCTCTCACAGGCTTG 
GTAGGAATGAAAAAAATTTTGGTAAAGGCGAAAAAAAAAAAAAATAAACTTGAATATTTTGGAATC 
CCCTTTTTGATTACTACAATAGATTAAAGTAACTAAAGATGATTGAACCATCCTTGAAAGCTTTAG 
CTTCAAAATACAACTGTGAAAAATCCATTTGTCGTAAATGTTACGCTAGATTGCCACCAAGAGCCA 
CCAACTGTCGTAAGAGAAAGTGTGGTCACACCAATCAATTGAGACCAAAGAAGAAATTGAAGTAG 

YILl48W_YKR094C_homolog 52aa (SEQ ID NO 372) 
MIEPSLKALASKYNCEKSICRKCYARLPPRATNCRKRKCGHTNQLRPKKKLK 

YILl50C_homolog 2297bp PathoSeq: 1..1162, public: 1163.. 2297; CDS: 
501.. 2294 (SEQ ID NO 373) 

ACTCAGCCTTTTGAAATTCACTTTTGGTAAAAGGATATGTAATTGAATCCGCATAATGGACTTTCT 
CTAACTCCATATTGTTGTTCCTACCCTCTTGCGATAGAGACTTTGATCGTGACATTTTGTAAGTGG 
TAGAGGTATGGGTAAGATTATTTTCACCACCGTTTTCCTTTAGCAAATAGTCTAAAGCATTTTCTG 
AATTGTTGAGTTTCGGTACATCATTAGCTATCTTTTGTACAATTGATTTGCTTCTACCTCTAGTCA 
TGGAAATAACAAGTTAACAGCGTGTTTTGTTGGTTTGTTGGAACAAATAAATTTGTGGTGTGTAAT 
GTGTGTGTTTGTTTTTTTTTTTTACCAGCATTTTGTCTTGTTCTAAAAATGAAACAGCGCAATGAT 
'tCTTTTCATAGTTTTTTTTTTCCATACATAACTTCTGACGCGTGCACTATATCTGCTAACATACTC 
GGCAACAACAAAGAAAGAGAATTTGAACTAATCCGAAGATGAACGACCCCAGAGATGAACAAATTG 
ACTCCGATGATGTATTAACAGAAGATTCATCTGATGAATTGAAGGACTTGGTGCAGGAGTTTGAAT 
TGAAATATGCAGAATTAAAGAAGAACAAAGCGTTGAAAAAACGTCGTTCACAGTCACCACTGGAAG 
ACATGCTGAATAAACAGAAACCCCATCAACCGGAGGTCCCCAGAACCCCAGAAAAAGCTAAAGTCC 
ATTTGGATAAGGTAGTAGAAGAACCAAAGCAAAGAATTTTTACCAAGAAGGAGCCTCGGGATTCCA 
AGATAAAAGAATCAAACTTCTTAAACAAACTCTACGAGACAAGTAATAAGCATGATAAAGAAGATG 
CCCATAAAATAGATTTCAGTAAAAGAAGGTTTGAGTTTCAATTGGATAAGTATACTTTTACGCCAA 
AAGACGTTGTTGATGATTTAGAACCGATATCCAAGCTTTACTTGCGCAGAAGATACCTTGCCCAAC 
TGCAAATTGCCGACATTATTGCCGAAACTGATAGCAACATGAAATTCCTTAAAATTGACAAGTTTT 
TAGCGAAAACCCATAAATCAAACAACTATGCTGAACCCAAGTATTGTAATTGGTGTCTTGTTGCCT 
TTGTGGTGCGCAAGGACCCAGTGCAGGTTGCTGCCAACAACTCTAAATACATCAAGTTGAAGGTTG 
GAAATTTTATGAATTCTGTAGACTTGATGCTTTTTGATAAGGCTTTTCAGAAAAACGGGAAAATCC 
AACCGGGTGATTTATTATTCATTTTGAATCGATTGATCAACAAGTATGAAATACAAGTTGGCAAGG 
GCCAGTTTCAGTCTGGGTTCAATTTGAAAGTAGAAAACACCAATGTGTCAAGTATTTTAGAGATAG 
GATCGTTAAGAGATTTTGGGTTTTGCAAGTTTACTAGAAAGCTAGATAATAGCAGATGCAAAAGGG 
CCATCAACACAAGGACGCAAGAATTCTGCGATATACATTTGGATATGAAGTTTAAGTCTAGTACAA 
GAATGGAATTAAATGGAAGTGTTTCGATTAGATCCCCGCAAAAAAACAAGAAAAAGATGTACATGA 
ATAAAAATGGGTCTGGCTTTATTAAGCAATATAACGAGGAGAGTACTGTTATAGGAACAAGCTACG 
GTTCTCCTCTTGATCCAAAAAGGTACCAAGACCCGAAAGTACTCCAGAACCAAATCAAGCGGCGCA 
AACTAATAGACGACAAGGCAAAGGAGATGCTTGAACAAAAGCTATCGAAACTAGGTTCGGCTTCAT 
TATTGAACAATTTACAATTATCTAAGAAAGAAGCAACAGATAAACTTGCGAGTGATCGTCTGAAGA 
GCAAAGGATTCACCAACACAATGATTTCACATATTGGGTTTGATCCAACAGGTACATCTTTGAACC 
AAAATAGTACCCTGCTTGGCAGCAAGCTGATGGAAAAATCTCGAGCACGGGAATTGCATGATTTGA 
GTGTTGAAACATCTGGTCATAAGTCGTTGTCTTCGTCTAAACAAGATCGCCAGTCGAAAGTTGCAA 
AATGGAACACGAATATCAGAACTTTACAAAATTACGATCGACGAGTTGCCAGCCACTCCTTGAGTA 
CCTCTCGTCGGTTACAGAATCTTGTAGGAAAGCAAACACACGCTACACTAGTAGATAAAAGGAAAA 
GAGTGGTTGTCTCAGATGATGAACAACCGGGGATGGAAGAAGATGAAGAAGACATTGAAATCCAGT 
TTGACGACGAAAAGTCTAAGATGTCCTACATGAAAATGACTGGAGCCAGGTAA 

YIL150C homolog 598aa (SEQ ID NO 374) 

MNDPRDEQIDSDDVLTEDSSDELKDLVQEFELKYAELKKNKALKKRRSQSPSEDMSNKQKPHQPEV 
PRTPEKAKVHLDKWEEPKQRIFTKKEPRDSKIKESNFLNKLYETSNKHDKEDAHKIDFSKRRFEF 
QLDKYTFTPKDWDDLEPISKLYLRRRYLAQSQIADIIAETDSNMKFLKIDKFLAKTHKSNNYAEP 
KYCNWCLVAFWRKDPVQVAANNSKYIKLKVGNFMNSVDLMLFDKAFQKNGKIQPGDLLFILNPLI 
NKYEIQVGKGQFQSGFNLKVENTNVSSILEIGSLRDFGFCKFTRKLDNSRCKRAINTRTQEFCDIH 
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LDMKFKSSTRMELNGSVSIRSPQKNKKKMYMNKNGSGFIKQYNEESTVIGTSYGSPLDPKRYQDPK 
VLQNQIKRRKLIDDKAKEMLEQKLSKLGSASLLNNLQLSKKEATDKLASDRSKSKGFTNTMISHIG 
FDPTGTSLNQNSTSLGSKSMEKSRARELHDLSVETSGHKSLSSSKQDRQSKVAKWNTNIRTLQNYD 
RRVASHSLSTSRRLQNLVGKQTHATLVDKRKRVWSDDEQPGMEEDEEDIEIQFDDEKSKMSYMKM 

TGAR 

YILl67W_YIL168W_homolog 1499bp public: 1..1499; CDS: 501.. 1496 

(SEQ ID NO 375) 

TTTCTTCATCAACTTGCTCAAATGTCTTTGAAAGTGAAAGCTTACTTTTTTGGTTTCGTTTAGGTG 
GCATCAAGGTAAAGGAGGGAGTTTTGGTATAGTTAGGTTTTTGACTTATTTCCTTTTTTGAGTAGA 
TATAACAGAACTACCAAAAGTGAGCCCACATCTGTTAATCTTGAAAAGCAAAATTGAGAAAACCAT 
TTATGCAAGTCGTGTACTGGTGATATTCTTGGTCAATTGCTACACTTTTGTAATGAATACTGTAAT 
GTAGCCGACGTGGGTTGAANAATATATATTTAAGTATATAGAATCAGGTCAATATAAAATGTTTGA 
AATATAACAAAATGTTTCAATGTAAACTGATGGTTAAGGGATTATAAATCAAACTGAGTAGTGCTT 
TTGTTCCTAAAAAACCCATCGTGGTGGTAACGTCAGGAGACCGCGACATCAAATGGAATTCAGACA 
ATCAGTCTCCGAATTTATTACCCTTGAAACTTAACTTAATGAAAGAGCCTTCCATCACTACTACCT 
TTGTTGAGGTTACAGACAAACTTCCTACAAAGCCTCCGTGCAGGGTGTTTTTCAAGAATGAGTATG 
AGCAGCCCTCCGGCAGTGTCAAATTAAGAGGCATGGGACACTTGGTTGGCCAGTCTATAGATGTGG 
CCAGAAAACTTGGCAAATCGAACGTAGCAGTTTTTTCGTCATCTGGTGGTAATGCAGGATTAGCAG 
CTGCTTATGCCAGCCAGTTTTTTGGAGTATCGTGCACTGTGGTGTTGCCTGAAAGTTCGAAGCCAA 
CTGTTATAGAAAAGTTGAAATCCTTGGGTGCAGATGTCATTATTCATGGGAAACATTGGGGAGAGG 
CCGATAACTATTTAACTGATTTTGTTATTAAAAATCTTGACAAAACAGTCTATCCGGTCTATTGTC 
ACCCTTTTGATGACCCATTGTTGTGGGAGGGTCATAGTAAGATCATCACGGAAATCATCGATCAAA 
AGCAATTACCCAACTTTGATAAAGTTAAGGGGGTCATTTGTTCGGTAGGAGGGGGTGGCTTATACA 
ACGGAATAGTTGAAGGTTTGGAAAATCATAAGGAGATACGAGTGTTGGCAATTGAAACTAAACAAG 
CGGCCACGTTTCACGAGGCGGTCAAAGAAGGTAAAGTTGTTCATTTAGAAAAAGTGCAAACTTTGG 
CCACTTCTTTGGCTTCGCCGTACCTTTCTTCCAAGGCATTAGCAAACTATATTGAGCGTCCTACAG 
TTCTTGCTGAAATTGATGACTTGGACGCTGTTAAAGGTGTTGTTGATGTATACGACCATTTCGGAT 
ATATGGTTGAGCCTGCATGTGGTGCATCCGTTGCATCAGTGATGCACAGGCAAGATTTATTGAATA 
AATTTGGTACATTAAGTCCAGATGATATTATCAT.TGTTGTCATATGTGGTGGATCGGCTATGAACA 
AGTATATTATAGACGAATATAGAAGTTTATTAGAAAAAGACTCTTGA 

YILl67W_YILl68W_homolog 332aa (SEQ ID NO 376) 

MKEPSITTTFVEVTDKLPTKPPCRVFFKNEYEQPSGSVKLRGMGHLVGQSIDVARKLGKSNVAVFS • 

SSGGNAGLAAAYASQFFGVSCTWLPESSKPTVIEKLKSLGADVIIHGKHWGEADNYLTDFVIKNL 

DKTVYPVYCHPFDDPLLWEGHSKIITEIIDQKQLPNFDKVKGVICSVGGGGLYNGIVEGLENHKEI 

PVLAIETKQAATFHEAVKEGKWHLQKVQTLATSLASPYLSSKALANYIERPTVLAEIDDLDAVKG 

WDVYDHFGYMVEPACGASVASVMHRQDLLNKFGTLSPDDI I IWICGGSAINKYI IDEYRSLLEK 

DS 

YJL034W_homolog 2564bp PathoSeq: 1 .. 806/1401/2504 , public: 

807 1400/1402. .2503/2505. .2564; CDS: 501. .2561 (SEQ ID NO 377) 

TTTTTGAAAACAGAGAATGAATGAACAATTGATGACCATAGAAATGAAGTGAGAACACATAAATCT 

GCGACACTTCACGTGATAACAACAAAGTGACATGAACAACAAATGTCGTTTGTATAATTTGCGACA 

TTTGTTGTTCAAGCCAAAAAAAGAAAGACAGAAACAGAAAAAAGAAAAATCTCAAAGTTGCCACGT 

AAGCACAATTAATCTTTTTATGGTTGTAACTATTTCTAGTATATTCTACGTAATAGGTGAGGTCCT 

ATATGCAGTACACACAGGTTTTTTTCACAGATGTTGACACAGTGTTGAAAATTATTCACGTTGATT 

TATAAATATACAACTTACCTTCCACGGTTTTTTTTTTGATTTTTGATTTTTTGAATTCTTCTTTCT 

^rprprprprpTGTCATTTATTTATTAAAACATTCTCTTGTAATACTTTATTTGATAAATTTTACAAGATT 

TAATTAGATCAATTAGATTATAGAATCATTTCAATATAATGAGATCATCACAATCTTCTTGGTTAC 

CACGTATTGGTTTATTATATGTGGCGTTAGTTATACTTATACCATTTTTGGTTTCACCGAAGCACG 

CATTTGCGGTTGCTGCAGTGAGCGATGATGAATCCTCGACAGATAATTATGGTACAGTCATTGGTA 

TAGATTTGGGTACCACTTATTCCTGTGTTGGTGTTATGAAAAACGGTAAGGTTGAAATTTTGGCCA 

ACGATCAAGGTAATAGAATCACTCCATCATACGTGTCGTTCAATGGCGATGAAAGATTGGTTGGAG 
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ACGCTGCCAAGAATCAAGCTTCCTCTAATGTCAACAACACTGTTTTCGATATTAAAAGATTGATTG 
GTTTGAAATATAATGATGACACTGTGCAAAAGGTVACTTTUU^CATTTGCCTTACAAAATTGAAAATA 
AGGGTAACAAACCAGTTGTTAAAGTTGAATACCAAGGTGAAGAAAAAACTTTCTCCCCTGAAGAAA 
TTTCATCTATGGTTTTGGGTAAAATGAAGAGTATTGCTGAAGATTACCTTGGCAAAAAAGTTACTC 
ATGCCGTTGTCACTGTTCCAGCTTATTTCAACGATGCTCAAAGACAAGCTACTAAAGATGCCGGTA 
CTATTGCTGGTTTGAACGTTTTGAGAATTGTCAATGAACCTACTGCTGCCGCTATTGCCTATGGAT 
TAGACAAAGGCGACCAAGAAAAACAAATTATTGTTTACGATTTGGGTGGTGGTACTTTTGATGTTT 
CTTTATTGTCCATTGAAGGTGGTGTTTTCGAAGTCTTGGCTACTGCTGGTGATACTCACTTGGGTG 
GTGAAGATTTTGATTTCAAGATTGTCAGATACTTGGCCAAACAATTCAAGAAGAAGCACAATATTG 
ATATCACTGCCAATTCTAAAGCCATTTCCAAATTGAAGAGAGAAGCCGAAAAGGCCAAGAGAACTT 
TATCTTCTCAAATGAGTACTAGAGTTGAAATCGACTCCTTTGTTGATGGTATTGACTTTTCTGAAA 
CTCTTTCAAGAGCCAAGTTTGAAGAATTGAACATTGCTGCTTTCAGAAAGACTTTGAAACCAGTTG 
AACAAGTGTTGAAGGATGGTGGTGTCAAGAAATCCGATATTGATGATATTGTTTTGGTTGGTGGTT 
CCACCAGAATTCCAAAAGTTCAAGAATTATTGGAAGGATTCTTTGATGGTAAAAAGGCTTCTAAAG 
GTATTAACCCAGATGAAGCTGTTGCTTATGGTGCCGCTGTTCAAGCAGGTGTTTTGAGTGGTGAAG 
AAGGTGTTGATGACATTGTTTTGTTGGATGTTAACCCATTGACTTTAGGTATTGAAACTTCTGGTG 
GGGTTATGACGACTTTGATCAAGAGAAACACTGCCATCCCAACCAAGAAATCTCAAATCTTCTCAA 
CTGCTGCTGATAACCAACCAACTGTTTTGATCCAAGTCTATGAAGGTGAAAGAACCATGGCTAAAG 
■AGAACAAGAGATTGGGGAAATTCGAATTGACTGGTATTCCACCAGCTCCAAGAGGTGTCCGACAAA 
TTGAAGTCACTTTCTCATTGGATGCCAATGGTATCTTGAAAGTTGAAGCTGCTGATAAGGGAACTG 
GTAAATCTGAATCCATTACTATCACCAACGAAAAGGGTAGATTATCCAAGGATGAAATTGATAGAA 
TGGTTGAAGAAGCTGAAAAATACGCTCAACAAGATCAAGAATTGAAAGAAAAGATTGAAGCTAGAA 
ACTCATTAGAAAACTATGCTCATGTCTTGAGAGGTCAATTGAGTGATACTTCTGAAACCGGTTTAG 
GTTCTAAATTGGATGACGATGACAAGGAAACTTTGGATGACGCTATCAAGGAAACTTTAGAATTTA 
TTGAAGATAACTTTGATACTGCTACTGCTGAAGAATTTGAAGAACAAAAACAAAAATTAATTGACG 
TTGCTAACGGAATCACAGCAAAATTATACGGTGGAGCTGGTGGTGAAGGTGCTGGTGGCGCTGGGG 
ATGCCAAATTCGGTGATGATGATTCAGATGATGAATTCGATCACGATGAATTGTAG 

YJL03 4W__homolog 6 87aa (SEQ ID NO 378) 

MRSSQSSWLPRIGLLYVALVILIPFLVSPKHAFAVAAVSDDESSTDNYGTVIGIDLGTTYSCVGVM 
KNGKVEILANDQGNRITPSYVSFNGDERLVGDAAKNQASSNVNNTVFDIKRL 

KHLPYKIENKGNKPVVKVEYQGEEKTFSPEEISSIWLGKMKSIAEDYLGKKVTHAWTVPAYFNDA 
QRQATKDAGTIAGLNVLRIVNEPTAAAIAYGLDKGDQEKQIIVYDLGGGTFDVSLLSIEGGVFEVL 
ATAGDTHLGGEDFDFKIVRYLAKQFKKKHNIDITANSKAISKLKREAEKAKRTLSSQMSTRVEIDS 
FVDGIDFSETLSRAKFEELNIAAFRKTLKPVEQVLKDGGVKKSDIDDIVLVGGSTRIPKVQELLEG 
FFDGKKASKGINPDEAVAYGAAVQAGVLSGEEGVDDIVLLDVNPLTLGIETSGGVMTTLIKRNTAI 
PTKKSQIFSTTy^NQPTVLIQVYEGERTMAKDNNRLGKFELTGIPPAPRGVPQIEVTFSLDANGIL 
KVEAADKGTGKSESITITNEKGRLSKDEIDRMVEEAEKYAQQDQELKEKIEARNSLENYAHVLRGQ 
LSDTSETGLGSKLDDDDKETLDDAIKETLEFIEDNFDTATAEEFEEQKQKLIDVANPITAKLYGGA 
AGEGAGGAGDAKFGDDDSDDEFDHDEL 

YJL03 5C_homolog 1346bp PathoSeq: 1..125, public: 126.. 1346; CDS:. 
501. .1343 (SEQ ID NO 379) 

GCCCCATGGTGACAGAAAAGTATTGATCCAGGTTTCTTTGAAGGTTTGTAATACGTTTTAAACTTG 
TGACCTAACTCATTTTCATAAAATTCTTGTATAAAATTGGTTTCTTTGAATTGTTTGTAATCTCTT 
AAGATTGTCTCGTCTTCAGTGTTTGCAGTGGAGCTGCTATTGCCAGTCGGCGGCATAACAGCAGGT 
TCTGGTATGTCATCTTCATCTACTAAGCCGGACAATCCCAAAGCCGTCTCTTGTTCTTTTATTCTT 
CTAAGGAATGCTTTATGTAGTTCTGACATTCTTGCGTAAAAGGAAGTACAGTATTAAAGCTCGAAA 
CTCAATTGCAACAAAAGTCTTAATTTTTTCTTCTATAAGTAATTGATCTTGGTCCCCCAAACAAAA 
AGATACAGAGGAGAAAGGAGGGCCTTAGGCTGACAGAAAAAAAAAATTTAGTACCTGCCACACCAG 
TAGCTCCAAACCCATATATGATTTGATAGAGTTGAAGTATGCTGACAGATCTTACTTCACACTTTC 
AGTACATGGCTATAAGCTTGTTTGTCGGTTACAAAGCCTTACTAAATAATGAGACACCAGTGTCAT 
GTATAGTCGTGGATTCAAAATCAGATAAAATCATTAGCATAGGCTACAATTATACCAACCACTCTC 
TAAATGGTACACAACACGCAGAATTTATTGCTTTACAACGATTTGGGGAACAAAAACTGAGTATTG 
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ACTATAATGATTTAATTTTGTATGTGACAGTGGAGCCTTGTATTATGTGTGCATCTTATTTACGTC 
AGTTGGGCATCAAAAAAGTAATATTTGGTTGTGGGAATGATAGATTCGGAGGAAATGGTACCATTT 
TATCAATACATAGTGACATCACCTTGCCTAACGCAGCTTATTCCAGTATCGGGGGTATATGTAGGA 
CAGAAGGAATCCAACTATTACGAAATTTTTATATTCAACAAAATGAGTCGGCACCAAATCCAAAAA 
TCAAAAAGAACACAGATATTGAGAGTAAGGAATACCCAGAGAATCAGTTTTGTAGCATTTCAAAGG 
ATGAATTTATAGAGTTTTACGGAAATGAAAGAGTGCATATTTACGATGGGAAGATTTTTGAAATCA 
CTCCATTACAAAACAAGGGTTATGATATAAAAGAATTGATATCGTTGGATATGATGCAAAAAGTTC 
CATTTCTAGAGGATGAGTTGGGACAAATTACAGATGAGCAAATAATTGAATTTCACAACTTATTTT 
TCAACATAAATGATGATGGAACGGTTAATTATAAAAAACCAATAGGCAAATATAACAGTAAAAAGA 

GACACTTTGCAAACGATGAAGAATAG 
YJL035C_hoinolog 281aa (SEQ ID NO 380) 

MSTDLTSHFQYMAISLFVGYKALLNNETPVSCIWDSKSDKIISIGYNYTNHSLNGTQHAEFIALQ 
RFGEQKSSIDYNDLILYVTVEPCIMCASYLRQLGIKKVIFGCGNDRFGGNGTILSIHSDITLPNAA 
YSSIGGICRTEGIQLLRNFYIQQNESAPNPKIKKNTDIESKEYPENQFCSISKDEFIEFYGNERVH 
lYDGKIFEITPLQNKGYDIKELISLDmQKVPFLEDELGQITDEQIIEFHNLFFNINDDGTVNYKK 

PIGKYNSKKRHFANDEE 

YJLlBOC^homolog 1 5 04bp public: 1. .938/940. .1504, PathoSeq: 939; 
CDS: 501. .>1502 (SEQ ID NO 381) 

CTTTATCTAATTGATTTAAATAATTATTAACATTAGTACCAATAAATGCTTTACCACAACCTTGCC 
AAACTTTTTCATTTGATTGGGTATTACATATTTTATTTAATTTAGCATTTGTAGTATCAATTATTG 
TTAAATTTGTCATGGCTCGATCAAGTTGTAAATTACCCATGGATAATTCTGCTTGAGATTTATTTA 
ATTGATTATCCATTTCAAGTAGGACTTTTTGTAATGCTTCTTGATTCATGATTAAATGAGACGAGT 
GTGTGTGTATGGGCGATGAAGCTGAAGGTTTTGCAGATGTGGTGTCTATAAGAGTAATTTGATGTG 
AAAAATATACAATCTATAATCAGTATGTTCAGTTTTGGAATGGTy^GCCCCAAGAAGAACAACAGGG 
AAATTAAAAATAAAAAGGTGTTGGAGAAAAAAAAAAAAATTGAACAGAAAGATTCATCCTTTTAGA 
TCAAACGAAATATATCTTACCATCCCCCCCCCTCCAAAATGCTTAGATTTACTAGGACTACTGCTT 
GGAAATTAAGATCTATTCCAATTGCCACTATTCAATATAGACAATTTACTTATTCCACTATATGTT 
ATCAATTAAAAACCCTTACTCCATCTTTAGGAATAAATAATACCATTGAATCCAATATACCTTCAG 
AAACTAATAGATTAGCTAAAACTGGTACTAGATTTTGGAAAAAAGGTGAAGTTAAATTCAATAATG 
AAACTCAAAAATATGAAATTCAATTAGATGGGAAAACTCTACGCACACCACTTGGATTCCCATTAG 
AATTACCAATCAATAAAAAACAATTGGCATATTTAATTGCTCATGAATGGACTCATTTACCTGATA 
TTAAAGTGAAATCAAGTACTTTACCATTAACAGCTTTAGCCACTAGAGCTATAGATTTGAGT.GAAC 
AACATTTGAGTGATATGAAGACAGAAAAAGCTGAAGAAATGTTAGCATTGGAAGATATTAAATTAC 
AAATGTTAAGATATCTTGATACTGATACTTGTCTTATATTTGCTACCAACAAAGAATGTGATGGTA 
AATTAAGAAAAAGACAAGAAGAAATTTATCGTCCATTAATTAATGAATTTAATGAATTTTTCACAA 
TTTATGCTCATAATAAAAATTTAATCCCTCGACAAAAATCTATTGAATTGAAATATTTAGATTGTG 
AAACTGATGGATTAAGAGGTAATAAACAAGATGAAACCACTCAATTAGTTGTATTGGATTGGTTAA 
ATCAATTACCAATTTATGATTTAATTGCCTTGGAGAAAACAATCTTAACTACTAAATCATTTTTAT 
GTGGAATTACTTTATTAAGATCAAATGTTAATGATATTGAAACTTTAAAAGAATTATATCAATTTA 
ATAAAAATTCCATTGATGAAGATTATTATCATAAAACTTTAGAAGAATTAGTTGAATTAGGAAATT 
TAGAAACTATTTATCAAACTGAAGAATGGGGTGAAGTAGAAGATACTCATGA 

YJL180C homolog 334aa (SEQ ID NO 382) 

MLRFTRTTAWKLRSIPIATIQYRQFTYSTICYQLKTLTPSLGINNTIESNIPSETNRLAKTGTRFW 
KKGEVKFNNETQKYEIQLDGKTLRTPLGFPLELPINKKQLAYLIAHEWTHLPDIKVKSSTLPLTAL 
ATRAIDLSQQHLSDMKTEKAEEMLALEDIKLQMLRYLDTDTCLIFATNKECDGKLRKRQEEIYRPL 
INEFNEFFTIYAHNKNLIPRQKSIELKYLDCETDGLRGNKQDETTQLWLDWLNQLPIYDLIALEK 
TILTTKSFLCGITLLRSNVNDIETLKELYQFNKNSIDEDYYHKTLEELVELGNLETIYQTEEWGEV 

EDTH 

YJLl87C_homolog 3 68 9bp public: 1 452 /3414 .. 3689 , PathoSeq: 
453.. 3413; CDS: 501.. 3686 (SEQ ID NO 383) 

TATTTATATATAATCTAACAACAAGTACTATCCCTTAACCTATTAGCTCAATGTCATTCTTCATTA 
AACAAGAGATATGGTAATTGTTGATTAGACAACAGTTGGGTATCCATTTGTATTGGAACGCTTTTT 
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TTAAACTGCTGTTTTATTGTAAAAATTATTGTCGTCTTTCTTCATAACATTATTTGTAACAGTCTC 
TAACTGTATTGTTGGGCTGACAGTAGAGTATTGCGGTCATTTTTAGGAGTGATTATAATTCTCTGT 
GAGAAACGCAAGCAACAAAAAAAGAACAAAGGAAACACAATCATGATTAATTATATTAATAGTAGA 
AACTCAAGGGTGAGCTAGATGACTGAGCGTGCGAGAAAAAAAAAAAAACATCATCCAAAGTTTAAA 
CAAAGTATTCTTTTTTTTTTTCAATTTTACAACCAAAGATAAATAACTACACAACACCCAACATTA 
CAGCCAAAACCACATATCTGTGCAATATTTACGCTCCAATGGATTCAAACCCGTGTCAAGACGTAT 
CGGGTGATACCAGTAGCACACCAATGGCCAACAATAATCCCACTAATGACAGCACAATCTCCTCTC 
AGAACCATTCTAAAACTGGCTTGAGAAAACACCAACAACAACACTACCACCAACACCTGCACCTGC 
AAATGCATTCTCATTCACAGCAGTCACCTTATATTAATCAATTGGAATACTTTACCAATAACCAGT 
TTTCACGCTCTTTCAATAGTTTAATTTTGGAGGATGCCAATGATGCCAACACCAACAATAGTTCAA 
CAACAACCTTAAATAAGAAAACCATTAACAAGTCACCACCATTCAATATCAAGCAGGACTTATTAA 
ACGATAGTATCGACACGTTTCTTGATAACTCCAACACGGAAACGATAGAAGATGGAGACGTCACAA 
CAACAGACGACGATCACGATTTTGATGATGAAGATATTGAAGATCCTGAAGCAGTGCAGTACACCC 
CAACTTTGAATATCTTGAAATCCAAAAAAGTCGATAGCTTCAATATTATATCTAGCAAGCATAGAA 
AGAGCAATAGTCAGATTACCTACAATCTGCACGTACGGAAGCCATCCGAAGAAGATACGTCATCAT 
CGATGGCTACAATAAGGTTATCTAACAACTCACAAAGTTCAATTAAGAGATCGTCAAAGTATTTGA 
ATTTATCTATTGATTCCAATTTGAAAACGGTTGATGGAGGTAAAATTCCCGATGAAATAGATGACA 
TTAGTTTGAACGAAATAGATGTTGCAGTGGCACCTAACGATTTTTCATCACCACTATCAGCAAGAA 
AGCCGGACATAT.T_TGCTGCTATAACTGCAGGAAACGGGAATTCCAATAAT.CAATTTA7\AAGGCCAC 
ACAAGTTGGTTAGTCAATCGCCTTCCCCGTCGTCAT^AGAATAAGTTTCGCATATCATCATCAACCA 
CATCTTCGCCACAGTCTAACTTGCATTCACCTTCCAAGTTGGGACTGAAAGGATTCAAAATGTTTA 
AAAATGCAAATAGAGACGCGATAATGTCGTCAAGCAGAGTTATGACTCCAGAAAAACCGAAAATGG 
TATCTAAAATATTTGGCAAGTCAGCAAAAATAAGGCGAGCTTATACCCCAACCCATACATCTACCC 
CAATGGCTGTCTCATCACTCAACCCTCCTTCATCATCTACACTGAATTCAACAACGGCAGCAATAA 
CATCTACAAGTCCAGCAGCTGATGAGCATTATGATATTGACAATGACTGTGACAGTCCGTCAAAAA 
ATAGAAAACTGTCTAATATTTCTGCATCTTCAATTATTATTTATCAAGATGAAAATCATATCAAGT 
CAAATCATGGTAGAAAATCTAGTAATCCAATACCATACCCTCCGACCGAACCACTACCGACAAATA 
TTTCTGCTTCTGTGGCTGAAACAGGGAAAGGGTCAACTACAACTAAAAGCAACCTATCTAAGGGTT 
GTCCCTTATTTGATGATAAAGAGAATAAAGCTTCTTATCAGTTTGTTAAACCATTGCAAACAGCTT 
TGAATTCCTCGGGGTTGGTCAAAAAGAATAGCATAAGTGGTCTGCTGGACAGGAAACTACCTCCAG 
AAACACCAATCAAAAGAAATCCATTAATGATTTTAAATACCAACAAAGTTGTACCTCCATATAGCA 
GTGGATTTGCTGAAGGAAAAGATGTAATGGGTGATCAACATGATATATATTCCCATATTCCATGTC 
AAAATCAACGTTTTCCTGGCAGCGTGAATCCCAACACTACTACGAACAACAACAACACTCAACAGC 
ATCATGATAGTGATCTTTCTATTGAAGTTGGAAGGAATAATTCTTATGATGCCAGTAGTAGCACTA 
TCAATAACACAAGTTATATCAAAATTTTCCCTTCTTCGGAATTGAAAAAGGAGCAGGTGCTTCAGC 
GACCACAAGAAGATTTAGAATTAGTTTTCAATTCTGACATTGAACTAGATGATAACATAATACCAG 
AAACACCAAGAAAGAAACTGCTACTACCGAATCAGCACCATCAACATCACTTACCCCTTTACACGC 
AATCCAAGAGTCCATTGTTGAAGTTTGACACTGAGAAAGATGGAAGAAGGAATTTGTCAATAGTCT 
TAGATAAATCAAATGCAACTAAACGAGAAATTAGCGAACCACCTTCAACACCAATCAATATGTCAT 
TTGCAAAGAATAGTTTTAAGAAACCTATGAATAATGCTGAAAGAGGTGATGACCCTGATAGTATAA 
TTGCTCAACGCATAGATATTATGCCATCGTTAGATGAAGTTGACTCAGTGTCTGTTTATCCTTCAA 
AGATAGATGAACATTTAATTGAAAAGTTTGGAATGAAGAATATCAAGTATATTGGATCGGGAGCAT 
TTTCCATTGCTTTTGAATGTTTATTTAATAACGAAAAGTTTGCTATCAAAAGAACTAAAAAACCAC 
TTATTGGAAAATTGGAGAAACAAACTATAAAACGAGAAATTGAAGCATTGAGAGTGTTGACAAGCA 
TTAAAGAAGATGAAGCAACTAATATGCAAGAACAAGAAGAAGGGAAAGAGTATCTAGTTTATTTCA 
TTGAGGCCTGGGATTTTAATAATTACTACTATATAATGACAGAATTCTGTGAAGGTGGTACATTAT 
TTGATTTCTTAGAGGAAAATAAACATTACAAAATTGATGAATTTAGAATTTGGAAGATCCTAATTG 
AAATTCTAAATGGGTTAAAATTTATTCATCTGAAAAATTATTTACATTTGGATTTAAAACCAGCAA 
ACATTTTTATCACTTTTGAAGGGTCATTGAAAATTGGTGATTTCGGATTGGCTACTAAATTGCCTA 
TACTAGAAAAGGACTTTGATCTTGAAGGAGATCGTAATTATATTGCCCCGGAATTGATTAATGACA 
AAATTTATACTCCGTTTGCAGATATTTTCAGTCTTGGATTGATTATATTGGAGATCGCTGCTAATA 
TAATTTTACCAGATAATGGAACGCCATGGCGTAAATTGAGAAGTGGAGACTTGAGTGATGCTGGCC 
GATTATCAAGTGATAATATTTCAATGTTTTTACAACACAATCCAAATACCAATAGCAATATCAGTG 
GCAGTGGAAGTAGAAGTGGTAGTGGCAGTACAGGAGGCAATGGTAGTGCTGGTGATTGA 

YJL187C_homolog 1062aa (SEQ ID NO 384) 
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MDSNPCQDVSGDTSSTPMANNNPTNDSTISSQNHSKTGIiRKHQQQHYHQHSHSQMHSHSQQSPYIN 

QLEYFTNNQFSRSFNSLILEDANDANTNNSSTTTLNKKTINKSPPFNIKQDLLNDSIDTFLDNSNT 

ETIEDGDVTTTDDDHDFDDEDIEDPEAVQYTPTLNILKSKKVDSFNIISSKHRKSNSQITYNSHVR 

KPSEEDTSSSMATIRLSNNSQSSIKRSSKYLNLSIDSNLKTVDGGKIPDEIDDISLNEIDVAVAPN 

DFSSPLSARKPDIFAAITAANGNSNNQFKRPHKLVSQSPSPSSKNKFRISSSTTSSPQSNLHSPSK 

LGSKGFKMFI<:WANRDAIMSSSRVMTPEKPK]WSKIFGKSAKIRRAYTPTHTSTPMAVSSLNPPSSS 

TSNSTTAAITSTSPAADEHYDIDNDCDSPSKNRKSSNISASSIIIYQDENHIKSNHARKSSNPIPY 

PPTEPLPTNISASVAETGKGSTTTKSNLSKGCPLFDDKENKASYQFVKPLQTAFNSSGLVKKNSIS 

GSSDRKLPPETPIKRNPLMILNTNKWPPYSSGFAEGKDVMGDQHDIYSHIPCQNQRFPGSVNPNT 

TTlsn^NNTQQHHDSDLSIEVGRlSnsrSYDASSSTINNTSYIKIFPSSELKKEQVLQRPQ 

lELDDNIIPETPTKKSLLPNQHHQHHLPLYTQSKSPLLKFDTEKDGRRNLSIVLDKSNATKREISE 

PPSTPINMSFAIOsrSFKKPMmAERGDPPDSIIAQRIDIMPSLDEVDSVSWPSKIDEHLIEK^^ 

NIKYIGSGAFSIAFECLFNNEKFAIKRTKKPLIGKLEKQTIKREIEALRVLTSIKEDEATNMQEQE 

EGKEYLVYFIEAWDFNNYYYIMTEFCEGGTLFDFLEENKHYKIDEFRIWKILIEILNGLKFIHSKN 

YLHLDLKPANIFITFEGSLKIGDFGLATKLPILEKDFDLEGDRNYIAPELINDKIYTPFADIFSLG 

LIILEIAANIILPDNGTPWRKLRSGDLSDAGRLSSDNISMFLQHNPNTNSNISGSGSRSGSGSTGG 

NGSAGD 

..YJL189W_hoinolog 887bp. public : . 1 . . 666, PathoSeq: .. 667 ... 887 ; exon 1 : 

501 . . 506/ intron 1: 507. .737, exon 2: 738.. 884 (SEQ ID NO 385) 

AGTCAAGAATTTTATGATGACTTTGGAGGATGGTCTGATTAAGACTTGTCTTTTACCAGTTTTTTC 

AGCATTGTTGATGGCGTTTAAAGCATCAGCTAAGACGGAGGTTCTAGTCATGGTTGAATTGTCTGT 

TGATAAAAAGAAACCGTGAAAAGGAAGTATTGTGAAAAATCGATTGATATTTTTTTTTTTCCTCCT 

TCCTCACTGTAACAGTAGTAAACACACTAGTTACAACTGATGACCTGCATATTATAAATCTTTCTG 

AAAAAATTTTTTTCCCTGTATTTTTGTAATTCTTTCGCTCTTTCTCACTCACTCACACTTATTAAT, 

GAATGAAAGGTTTGGTGTCTACAAACTCCACTAACAAAATCTCACTCCTGTGCCTAAACACACACA 

GAGCCACACGCAAACCTTTCTCTGAGAAACAGAAAA7VAAAAATTTCAAGCAAAAATTTTTTCGATC 

TAGATTTTCTTTCTTCAGAATATCAAGTAACTTTAAAGATGCCTGTATGTACAATAACAGTGTTAT 

AATGATGTCTTTCAGTCTTTTATTGGGTGATTATTATAATAAATGGCAGATGAGAAATATATTGGA 

TAATAAACCTTGCAAATGAAATCAGTTGACCATTTTGAAATAATGGACCATTAGCAATACCCAGAT 

TGCTGGAACAAAGACGAGAGAACTAGACAACTCAGATATAATAGAAGATCCATACTAACTTCACTC 

ATTTCTTATAGTCTCAAAAATCATTCAGAACTAAACAAAAGTTAGCTAAGGCTCAAAAGCAAAACA 

GACCATTGGCACAATGGATCAGATTGAGAACTGACAACAAAATCAGATACAATGCTAAAAGAAGAC 

ACTGGAGAAGAACTAAGTTGGGTATCTAA 

YJL18 9W_homolog 51aa (SEQ ID NO 3 86) 

MPSQKSFRTKQKLAKAQKQNRPLPQWIRLRTDNKIRYNAKRRHWRRTKLGI 

YJL19 0C_YLR3 67W_homolog 893bp public: 1.. 893;. CDS: 501. .890 (SEQ 
ID NO 387) 

GATTTCATTTGCAAGGTTTATTATCCAATATATTTCTCATCTGCCATTTATTATAATAATCACCCA 
ATAAAAGACTGAAAGACATCATTATAACACTGTTATTGTACATACAGGCATCTTTAAAGTTACTTG 
ATATTCTGAAGAAAGAAAATCTAGATGGAAAAAATTTTTGCTTGAAATTTTTTTTTTCTGTTTCTG 
AGAGAAAGGTTTGCGTGTGGGTCTGTGTGTGTTTAGGCACAGGAGTGAGATTTTGTTAGTGGAGTT 
TGTAGACACCAAACCTTTCATTCATTAATAAGTGTGAGTGAGTGAGAAAGAGCGAAAGAATTACAA 
AAATACAGGGAAAAAAATTTTTTCAGAAAGATTTATAATATGCAGGTCATCAGTTGTAACTAGTGT 
GTTTACTACTGTTACAGTGAGGAAGGAGGAAAAAAAAAAATATCAATCGATTTTTCACAATACTTC 
CTTTTCACGGTTTCTTTTTATCAACAGACAATTCAACCATGACTAGAACCTCCGTCTTAGCTGATG 
CTTTAAACGCCATCAACAATGCTGAAAAAACTGGTAAAAGACAAGTCTTAATCAGACCATCCTCCA 
AAGTCATCATAAAATTCTTGACTGTCATGCAAAAACACGGTTACATTGGTGAATTCGAATACATTG 
ATGATCACAGATCCGGTAAAATTGTTGTTCAATTAAATGGTAGATTAAACAAATGTGGTGTCATTC 
AACCAAGATTCAACGTCAAAATCAACGACATTGAAAGATGGACTGACAACTTGTTGCCAGCTAGAC 
AATTCGGTTACGTTATCTTAACCACTTCTGCTGGTATCATGGACCACGAAGAAGCTAGAAGAAAGC 
ACGTTTCTGGTAAAATCTTAGGTTTCGTTTACTAG 



YJL190C_YLR367W_homolog ISOaa (SEQ ID NO 388) 
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MTRTSVLADALNAI]vmAEKTGKRQVLIRPSSKVIIKFLTVMQKHGYIGEFEYIDDHRSGKIWQL^ 
GRLNKCGVIQPRFNVKINDIERWTDNLLPARQFGWILTTSAGIMDHEEARRKHVSGKILGFVY 

YJL197W__homolog 4619bp PathoSeq: 1 3041/3260 4619 , public: 
3042.. 3259; CDS: 501.. 4616 (SEQ ID NO 389) 

CAACGACAACAACAATAAGAAGAATCTTTTCCAGATATTGTAAAATCCTTATATTAAATGTTAATA 

GAAGCCTAAAAATTGCTTGAATTGATAGATTTGCTGATTCTTTTGCTAGAAACACGCGTTATATTA 

CTTATCCTTTCTGTAATTTCTTGATCTCTGTTTGAATCAACAACGCCTTTGTTTTCTCTTTCTGCC 

TCCCTCTGCCACCCCCAGTTTATTTGTTTGCTTGTCGACGTGCTGCCAAAAAAAAAAATTGAGTTC 

TCTCTCTCTTTTTTACAACAGAGAAGAGACAAAGAAAAAAAAAAACATCAAAATTAAGATTCAAGC 

TTTTTTTTTTAGTTTTTTTAACAACAAAATTGAAATTACAATCCTTGAATTTACAACTTCATATTC 

AGCTCTAAATACTAATAATTATAACAATAATTAATTGAATTATTCTATAAACCACTGATATTTGAT 

TTTATCTTTTTATTTTTGTTTGTTCCCATAATTGTGTCATGCCTGACAATATAGAAGATCGATCCG 

AGATACCTTCTGATGCAAAGGAAATTGTGACTACAAATGAAATTGAAGCAACAGATTCAGAACATA 

CAACA7VATGTCGATAATGAACTCCCTCAAGGTGAATCCAATGAACAAACAGGAGATGACTCAAATG 

ACAACCTTGCATCCAAACGTCAATTAATCAATGATTTATTACACAATGATCATTTTGAAGAAGGAA 

CAGAACGTTACATCATCCCTCAAAATTTCTTACATGAATTTTTGAATTTACCAATCGATAATTTTA 

GTGATTTGAAAGATCAACTTGGTCCTATTGATTTCCACTCATTACTTAATGAACAAGGTAATTTAT 

ATCCCGAGAATGAAGAACCAGTCACTTTTTGTCATGTATCGCCAGAAGTATTT.CAACATTTGGGTG 

AATGGTTTGGAATATTGGGCCAACCAATTATTAGAGCTATCATTATTAATCCAGACACCAAAGAAA 

AACAGATTGAAAGATTCCCGCCATTATTTTGGGTTCATCAATTAGGTAAAAAGACGCAACCAACAT 

ACTTGCGACACCGTCATAATGGAAGCAACCACAATCATCATCACCATGGTCATCACGATTCACCAA 

TACCAGTATTGCTTTCCAAAACAAGCACTTTTCATAGATTAATGGATGTTATACGTTATAATGTTC 

TTAAAGCACCACGAAAATCGACGAAAGATTTTAGGATTTGGTTTATTGTCCCACAAGATAAAGGCT 

TACAGTATTTGATTTCAATACAAACTTTTATGTTTGATATCTCCAAAAAAACTTTGGTTTCACCAA 

ATATGCTTGAGGATGCTTTGAAAGATCACGGTATTGTGGCCAGTTCCTATAATATAATGGTAGAAG 

CAAAAGAAAAACATCAAACAGAATTTCCTATTGATCAATTTATTTTATCTCATTCTAACGCATATG 

AAGAAGTATGACAGGGTGGTGGACACCTTGGATTATCAAACATGGGGAACACATGTTATATGAACT 

CGGCTTTACAATGTTTATTACACGTTCCTGAAATCAACTATTATTTTTTTTACAACATTTATAAAA 

AAGAATTGAATTTTGACAACCCCTTGGGATATCATGGAGATGTTGCCAATGCATTTGGTTGACTTT 

TAAAACAAGCATTTGATCACGTGAAAAATAGTTCTAGTATATCTCCTCGAGAATTCAAATCAACTA 

TTGGGAGATATTCCTCGATGTTTTCTGGGTATCTTCAACAAGATTCTCAAGAGTTGTTGAGTTGGC 

TATTAGATGCTCTTCATGAGGATTTGAATAGAATTCACCAAAAACCATATTGTGAAAAGCCCGAAT 

TGAAAGATGACGAAATTGATGACCCCCAAGCCATGAGCAAACTTGCCAATACTTGCTGGAATCAAC 

ATAAGGCAAGAAACGACTCGGTGATAATTGATTTATTTACTGGGTTGTATCAATCTACATTAATCT 

GTCCTGATTGTGGTAAGAAATCCATAACTTTTGATCCCTTTAATGATTTAACTTTACCTTTACCCA 

TCAGTAAGAAATGGTATCACACATTTACAATTGTTGATTTGTCCAATCAAGGCGTTATACCGGAAA 

GGATAATGAAGTTGGAAGTTGAGTTGAATAAAACATCCAATTTCGATGATTTACTTAGCTATTTGA 

GTAATTTCTTGAATGTTCCATCTACTGAGTTGTTTGCTTATGAGATTTTTCAAAATGCAATCTATA 

GTGAGTTGCAATTAGATTACACCAAGAACAAGTTTTTACCTATCAGTGATATTATCAGAGATACAG 

ATGATGTTATAGTGTACATTGTTCCACATAACCCTGCCGTTGACATCATTGTGCCAGTGTTCAATG 

CCGTTGAAGATGCTGATAGTTCATATCAAATGGTTAATTTTTTTGGAATCCCATTATTTGTGGTGA 

TGAATAAAGAAGTCGATGTCAATAGTTTTGGTTTTATTAGAAAGAAATTATTAGAAACAGTTTCTT 

TATTGAGTAAAATTGATTTGGTTGATGAATATGAAAAAATAAAAAGGAGTAATGAAGATTACGTTG 

AAAAAGTATTTTACAAAAAACTGGATTTCCCTGCATTGTCACAGCCATTAGAAACCTCCGATTGTG 

AAAAAAACAACAATAATACTAGCGACAACGACGACGATGAGGATGCTGACAACGATGAAGGCTATG 

ATAGTGAAGTGTCTTTGGCTAACCCATACCTTGGAGCTAATTTTGGGTTCAA7VATCATGTATGTTC 

ATGACTATAGCCCTAAATTGAATTCTAACCTTCGTAGCAGGTACAATCATGACCAAACAACCAAAT 

TCAAACAAACAGAGAGAGTTATTAATGTTCCTACACACAAACCTACTTTTAGCGATTTCAAACCTT 

TATCGGACCAATTATCAGAATCAAAACGCAACTATTATTTTTATCCTGATTATAAAAAGATGGATG 

ATGAGATGGACCAATTGGTGGAGGAAGTGAACCAAAATTTGGCAGAGCAANGAGAAGCGAGATCAT 

CGGGGTCAGAAAATAGTAGTAGAGCACTGGAAGAACAAGATGGATTTGTATTAATAAATAAAGAGG 

ATACTCTCAAGCAACAATCAACTGTACCTGCTGCTGCTGAAACGGTACCTCCACCATTACCTGTTA 

GAAATAATACTGGAGTTCACATCCGGTCATCCGATGAAGAAACAGAAAGTGAAGCTAATTTGGGAA 

GTTTGTTTGATTCAACATCAAACTTGCCGTTGCCTCCACCATCTACATATTCCGAATCAACAAAAC 

CTTCGAATGTAAACTCCCCTATGGAAAGTAACTTTGAAAGTTCATCAGCAGACTTGAATTCTGGTA 
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CAACATTGATATCGAAGGACACAGTTTTGTTATGTGATTGGGATAAGGAAATTTATCAAAAATGCT 
TTGGTGATAAAGAATTACAAGCATGGGAAAACATATCGAATTTACCGAATCCAGAATTGGAGAAAA 
ATAGAGCTCATTTTGAAAGACAAAGAAAAGCTAAAATTACATTATCTGATTGTCTTAAGAGTTTCA 
GTACCCCTGAAATTTTAGGTGAACATGATTTATGGTATTGTCCACGTTGTACTGAACATAAACGTG 
CCACAAAGACAATCCAACTTTGGTCAACGGGTGATATCCTCACTATTCATTTGAAAAGATTTGATA 
GTGCTCGTGCATTTAGTGATAAGATTGATGTTTTGGTTGATTTCCCAATTGAAGGTTTAGATATAA 
GTTCGTATGTTGCCAATACTGATTTGACACCTGAAGATTGTTTATACGACTTGATTGCCGTTGATA 
ATCATTATGGTGGGTTAGGAGGTGGTCATTACACTGCCTCGGTAAAGAATTTCAGAGATGATAAAT 
GGTATTATTTTAATGATAGTCGAGTCACTGAAATTAATAATCCTCAAGAAGTCGTAGCTAATTCTG 
CGTACCTTTTATTTTACCGTCGAAGAAGTTCGAAAGGAGCTGGTATTTTGGGAGGAGAAAACTTTA 
TCGACTTGCTTCAAAAAGGTCGAGAGGAATACTCTGAGAGTTTGCAAAAGAAAAGATTGGTTCTTC 
AAAATGTTGGCCAAATAGTCAATACGTATGCCAAAATTGAACAAGATATAATTGATAAAGAAACAG 
AGAAACAGAAAGAGGAACAAGAACAGGAACAGGAACAGGAACAGGAACAGGAACAAGAGCAAGAGC 
AAGAGCCAGTTCAAGAGCCAGATCAAGAACAAGAGCCAGATCAAGAGCCAGATCAAGATCAAGATC 
AAGAGCCAGATCAAGAGCCAGATCAAGATCAAGAGCAGAATGAAACAATAAAAAAATCTAGACCAT 
TCGATGAACTCAAACCATCAACTAGTGAAACAAATAACCAACAACAAACAACTCAGTTCAACTTTG 
ATGATGAAGATAATGATTACGATTATGAAGCAGAAGTAGAAGATTCCAATATTCGCAAACAAAGAT 
TACTTTCAAAAGAAAATAACAGCAATAAATTGGTGCATATTAAAAGCAATGGTCGCCAAGAAGTCA 
CTTCATCACCAGTACCAATTGAAACTGATGGTGACACTGATGTAACTGATTCCAATTCAACATAG 

YJL197W_homolog 1372aa (SEQ ID NO 390) 

MPDNIEDRSEIPSDAKEIVTTNEIEATDSEHTTNVDNELPQGESNEQTGDDSNDNLASKRQLTNDL 

LHNDHFEEGTERYIIPQNFLHEFLNLPIDNFSDLKDQLGPIDFHSLLNEQGNLYPENEEPVTFCHV 

SPEVFQHLGEWFGILGQPIIRAIIINPDTKEKQIERFPPLFWVHQLGKKTQPTYLRHRHNGSNHNH 

HHHGHHDSPIPVLLSKTSTFHRLMDVIRYNVLKAPRKSTKDFRIWFIVPQDKGLQYLISIQTFMFD. 

ISKKTIiVSPlSnyLLEDALKDHGIVASSYNIWEAKEKHQTEFPIDQFILSHSNAYEEVSQGGGHLGLS 

]Nny[GNTCYMNSALQCLLHVPEINYYFFYNIYKKELNFDNPLGYHGDVAlSrAFGSLLKQAFDHVKNSSS 

■ISPREFKSTIGRYSSMFSGYLQQDSQELLSWLLDALHEDLNRIHQKPYCEKPELKDDEIDDPQAIT 

KLANTCWNQHKARNDSVIIDLFTGLYQSTLICPDCGKKSITFDPFNDLTLPLPISKKWYHTFTIVD 

LSNQGVIPERIMKLEVELNKTSNFDDLLSYLSNFLTWPSTELFAYEIFQNAIYSDFQLDYTIOsrKFL 

PI SDI IRDTDDVIVYIVPHNPAVDI IVPVFNAVEDADSSYQMVNFFGIPLFVVMNKEVDW 

RKKLLETVSLLSKIDLVDEYEKIKRSNEDYVEKVFYKKSDFPALSQPLETSDCEKNNm 

EDADNDEGYDSEVSLANPYLGANFGFKIMYWDYSPKLNSNLRSRYNHDQTTKFKQTERVINVPTH 

KPTFSDFKPLSDQLSESKRNYYFYPDYKKMDDEMDQLVEEVNQNLAEQXEARSSGSENSSRASEEQ 

DGFVLINKEDTLKQQSTVPAAAETVPPPLPVRNNTGVHIPSSDEETESEANLGSLFDSTSNLPLPP 

PSTYSESTKPSNVNSPMESNFESSSADLNSGTTLISKDTVLLCDWDKEIYQKCFGDKELQAWENIS 

NLPNPELEKNRAHFERQRKAKITLSDCLKSFSTPEILGEHDLWYCPRCTEHKRATKTIQLWSTGDI 

LTIHLKRFHSARAFSDKIDVLVDFPIEGLDISSYVANTDLTPEDCLYDLIAVDNHYGGLGGGHYTA 

SVKNFRDDKWYYFNDSRVTEINNPQEWANSAYLLFYRRRSSKGAGILGGENFIDLLQKGREEYSE 

SLQKKRLVLQNVGQIVNTYAKIEQDIIDKETEKQKEEQEQEQEQEQEQEQEQEQEPVQEPDQEQEP 

DQEPDQDQDQEPDQEPDQDQEQNETIKKSRPFDELKPSTSETNNQQQTTQFNFDDEDNDYDYEAEV 

EDSNIRKQRLLSKENNSNKLVHIKSNGRQEVTSSPVPIETDGDTDVTDSNST 

YJLl98W_homolog 2693bp PathoSeq: 1 .. 899/1285 2693 , public: 
900.. 1284; CDS: <3..2690 (SEQ ID NO 391) 

TTCATTTCCTAAATTCAAATGAATTATCATCACCAATGCCACCATCATTTTCTATTAACTATGGTA 
GTGAATGGGATTTAGAAATCATTCAAACTAGTTTAGATAATGAAAAAGAATCAGAAACTAAATCAT 
TTACTGGTGAATTAGAATATACTTCAACTTCTTCCAATGGTGAACATGACACCACCACCACTGCCA 
CTAAACATGAATTGATATTACAACAAATTTTGAATTCTAATGATGAATCATATATTAATCCTAAAT 
CATTAACATTTGATCCATTAAAAATTTTCACTAAACAATTAATTGGTGAATTAATTAAAATTAATC 
AATTTTACAATTCAAAAGAATCGGAAATTTTCAAAATTTATAATAATTTAATTCATGATTTACAAA 
ATCAAAATATTAATATTGATGATGTATTTAAATTCACTCAAGCTTATAATTATTCCGATCCAAATA 
TAATAAATACTGATGATCATCATCAATATCATTTAAAATCAACTTTATCAAGAACAGTTACTAATG 
CTAGTGTATTTGATACCATTAATCATATTGATAATGATTATGATAATAATAATAACAACCAAAAGA 
ATAATTATGATTTGGAGAAACAAAATAATACTACAGTTGCAATTCATGATGATGATGATTCAGAAG 
ACGATGAAGAAGAAGAGGAAGAAGAAACTCATAGTCATGATTCAGTATTACTTAATCATACACATT 
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TTAATGTTAAACAACAATTAAAAATCACATTAAAACGTAAAGCCATTACATTATTTATAAATCTTT 
CTGAATTAAAATCATTTATTGAATTGAATAGAATTGGATTCACGAAAATTTGTAAAAAATTTGATA 
AAACTTGTGGTTATTCAATTAAACAAGATTTTATTAATGAATTTTTACCTCAATATTCTCGAGTAT 
TTGAAAATGATACCATTGAAGAATTAGATTATAAATTGAATCAAATTATTAAAATTTATGCCTTTT 
TATCAAATAAATTAACTACTCAATCAACAACTAAAGAAGATTTGGATAATATAAAATTTGAATTAA 
GATCTTATTTACGTGATCATATTGTATTTGAAAGAAATACCGTTTGGAAAGATTTATTATCATTAG 
AAAAGAAATCTTATAATATTGATTTAGATAATTCTGTGGTTCAAAATAATAAAATGGGTGATGAAG 
GTCATATAATTAATTCAATGATGAATTTATCCATGAAAAGAATTAATTTACCACAATGCCTTAAAA 
AATTGATTAAATATGATCATATTGATATTCCACAATTTTTATTAACTACTCAAATGCTTAAAATTA 
TTATTATTGTCATTGTTTTCATTATATTATTAGCAGTGAAAACTTTTAATGATCCAGTTCAAGGTC 
GTTGTTTAGCAGTATTAGTTGCTGCTGCCATGCTTTGGGCTTCAGAAGCATTACCTTTATACACTA 
CAGCTTTATTAATCCCACTTTTGGTTGTTACTTGTAAAGTTTGTAAAACTCCGGGAACCGATGATC 
CAATGGATGCCACCAAGGCATCACAATATATTTTTGGGACAATGTGGAATTCCACAATTATGATAT 
TAATTGGTGGGTTTACATTAGCTGCTGCATTATCAAAATATAATCTTGCCAAAATATTATCATCAT 
ATATTTTAGCATTAGCAGGTACAAATCCAAGAAATGTATTATTGGCAATCATGTGTGTATCATTAT 
TTCTTTCCATGTGGATTTCTAATGTTGCTGCCCCCGTTTTATGTTTTTCATTAATTCAACCAGTTT 
TAAGAAGTATCCCCACAGATTCCCCCGTTGCTAAAGCATTAGTGTTAGGGATCGGTTTGGCGTCTG 
ATGTTGCTGGTATGGCTTCACCAATTGCATCTCCACAAAATGTTATTGCTCTTGAATCAATGAATC 
CTAATCCAGGTTGGGGGAAATGGTTTGCTGTGGCATTACCTGTGGCAATCATTAGTTTAATTTTAA 
TTTGGGTGGAATTATTCATGACGTTTAAAATCAATAATGTTAAAATCAAACAATTCAAACCAATTA 
AAGAAAAATTAACCATGAAACAATGGTTTGTATTTGCCGTCACTATAACTACTATTCTTTTATGGT 
GTGTTATGCAAAAAATTGATGG7VACATTTGGTGAATCAGGTATAATCACTTGTATCCCAATTGTAT 
TATTTTTCGGTACCGGTTTATTAAAAGTTGATGATTTAAATAATTATCCTTGGTGAATTGTTATGT 
TAGCCATGGGTGGTATTGCATTAGGGAAAGCCGTTACTTGTTCAGGTTTATTGAAAACTAT.TGCTT 
TAGCATTACAAAAACGAATTATGCATTATGATGCCATTGTTGTATTAATCATTTTTGGAGCATTAA 
TTTTGGTGGTAGCTACATTTGTAAGTCATACTGTATCAGCACTTATTATTATCCCCTTGGTTAAAG 
AAGTTGGAGATTCATTACCTAAACCTCATCCATTAATGCTTATTATGGGTGTAGGTTTAATTGCTT 
CAGGGGCAATGGGATTACCAACTTCAGGATTCCCTAATGTGACGGCAATTGGTATGAGAGATGAAG 
TTGGTAAACCTTATTTGACGGTTAATTTATTTATTACTAGAGGGGTTCCGGCAAGTATAATTGTTT 
ATGTTTGTATTATCACCATTGGTTATGGTATTATGTCATCATTGAACTTTTAA 

YJL19 8W_homolog 896aa ( SEQ ID NO' 3 92) . 

HFLNSNELSSPMPPSFSINYGSEWDLEIIQTSLDNEKESETKSFTGELEYTSTSSNGEHDTTTTAT 

KHELILQQILNSNDESYINPKSLTFDPLKIFTKQLIGELIKINQFYNSKESEIFKIYNNLIHDLQN 

QNINIDDVFKFTQAYNYSDPNIINTDDHHQYHLKSTLSRTVTNASVFDTINHIDNDYDJSnsnsn^ 

NYDLEKQNNTTVAIHDDDDSEDDEEEEEEETHSHDSVLLNHTHFWKQQLKITLKRKAITLFINLS 

ELKSFIELNRIGFTKICKKFDKTCGYSIKQDFINEFLPQYSRVFENDTIEELDYKLNQIIKIYAFL 

SNKLTTQSTTKEDLDNIKFELRSYLRDHIVFERNTVWKDLLSLEKKSYNIDLDNSWQNNKMGDEG 

HIINSMMNLSMKRINLPQCLKKLIKYDHIDIPQFLLTTQMLKIIIIVIVFIILLAVKTFNDPVQGR 

CLAVLVAAAMLWASEALPLYTTALLIPLLWTCKVCKTPGTDDPMDATKASQYIFGTMWNSTIMIL 

IGGFTLAAALSKYNLAKILSSYILALAGTNPRWLLAIMCVSLFLSMWISWAAPVLCFSLIQPVL 

RSIPTDSPVAKALVLGIALASDVAGMASPIASPQNVIALESMNPNPGWGKWFAVALPVAIISLILI 

WELFMTFKINIWKIKQFKPIKEKLTMKQWFVFAVTITTILLWCVMQKIDGTFGESGIITCIPIVL 

FFGTGLLKVDDLNlSrYPWSIVMLAMGGIALGKAWSSGLLKTIALALQKRIMHYDAIW 

LWATFVSHTVSALIIIPLVKEVGDSLPKPHPLMLIMGVALIASGAMGLPTSGFPNVTAIGMRDEV 

GKPYLTVNLFITRGVPASI IVYVCI ITIGYGIMSSLNF 

YJR049C_homolog 2279bp PathoSeq: 1..839, public: 840.. 2279; CDS: 
501. .2276 (SEQ ID NO 393) 

TATAAAGTTTCAAGTATAAAAAGGCGTTTAAAATTAATTCTTGTGATTTAAATAAGTTAAATTCTT 
TTTTTTTTTCTTTGTTAGTTTTTCGCTTTATCCGTTTTACCCAAGAAAGGAGCAATACTGTTTCAC 
CCCTCCCCCCTTCCCAGTTCCATGGCCCGCCCCCCCCCTCTCAACAGTTGCTGTCGTTCCTGCCTC 
ATTTTCCACGCCCATTACATTATATGACTAATATCCGTTGCCTTATTATTAAAGTCACAATACATT 
GAAAGATAGAATAGCAAGCAAGGTGGAAAAAAATTTTTTTTTTTATCACATTCAATAGTTATATCC 
TAAATTGATAAACAATAGAGTAATTGATACTTTCGAAGGACAATAAAACGATATATATTTATATAT 
TAGAGTGAACAATAGCGATTGCCAATCACAGACAACAGATAATTTATCTTTCTCCTATTCATTTGC 
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ACAATTAAATCCAAAAAAAAAAAAGAATCGAATTCCATATGTCGCATAAGACTCAGAGCCAATTAT 
CTTCACAAATGAAAAACTTGAATACTCCACCAATAGACTTCAACTCAACTTCAAGTAACAATACCA 
TGCCTTCTGAACCAAATCTGCAACCGCAACAACAACAATCACAACCAGAAGCAAAAACGGAGCCAC 
AAACCATACGCCCTGCTACTTTTACAACTAGTGGCAATTCATCATCTTCGTCGATATCTACCTTAT 
CAGCAGATATCATTCAACCACTTCATCAACTACTGATAAATAACAACTU^TTCAACTGTGACGCAAC 
CAGCGCCACAAAGCTCATCGTTTCAACGCCGAAACAATCCACAACGTTTCAATCGGAATCAACTCA 
ATGTATACACTGACTTCAATAGTACTACTTCATCTGCTTCAAGCATTAGTAGTTCACCAAAAGATT 
TCTTCACCAGAGAGCCACCACGGATCCATAGTAAATTGATATGTGAAGAGATTGCCTCTGCCAATA 
ATCGAGCTGCTAAAGAGGTTTTATCACGTTTATCTACTGATGAATTGCGTTCAGTTAAATCACATA 
CTGAATTAGCTGAAACTGCTAATGGAGTGAGAATGTTAGCCAAAAATTTATCCCGAGCAACCATTC 
AATTAGACGTTAGAGCTATTATGATTATCACTAAAGCTAGAGATAATGGACTTATTTATTTAACAA 
AAGAAGTTGTTGAATGGATTTTGGATCAACATCCTCATATAACAATTTATGCTGATGAGAAATTAG 
CAAAGTCGAAAAGATTCAATCCGGAAAGTATTATTGCCAATTATCCAAATGGTTGTAAGAAATTAA 
AATATTGGAATAAAAAATTAACTACGAAAAATCCAGAAATTTTCGATTTAGTACTTACATTAGGTG 
GTGATGGTACTGTATTATTTGCTTCAAACTTATTTCAAAAAATTGTTCCACCTATACTTTCATTTT 
CATTGGGCTCATTAGGTTTTTTAACCAATTTTGAATTCAGTGCATTTAGAACAGTATTGAGCAAAT 
GTTTTGATTCTGGAGTTAAAGCAAATTTGCGTATGCGATTCACTTGTCGAGTACACACTGATGAAG 
GGAAGTTGATTTGTGAACAACAAGTGTTGAATGAATTGGTAGTTGATAGAGGACCTAGCCCATATG 
TTACTCATTTGGAATTATACGGCGATGGATCATTGTTAACGGTTGCCCAAGCTGATGGGTTGATTA 
TTGCAAeTCCAACTGGTTCGACTGCTTATTCATTATCTGCTGGTGGGTCTTTAGTTCACCCTGGTG 
TGAGTGCCATTAGTGTTACTCCAATTTGTCCTCACACCTTATCGTTCAGACCTATACTATTACCTG 
ATGGGATGTTTTTGAAGGTTAAAGTCCCACTGAGCAGTAGAGCCACTGCGTGGTGTTCATTCGATG 
GTAAAGTGCGTACTGAATTGAAGAAAGGTTATTATGTCAGTATTCAAGCTTCACCATTCCCCTTAC 
CTACAGTAATGTCTTCCAAAACAGAATATATTGATTCTGTCAGTAGAAATTTACATTGGAACATCA 
GAGAGCAACAAAAACCATTTAGTTCATATTTGAAACCAGAAACGCGACAAAGTATTGCTGAAAGTG 
AAAGATTGGATAATTTACATATTTCAAGTGAACAAGATGAATCGAATGATGAGGAACCTGAAATAA 
CTGAAGATTTTGATATTAATTATACTGACAATGAAGGTGATTCTTCTAGTTCCACTCCTAGTGAAG 
AAAGCAACGAAGAATGTGCTAATACCACGACATAA 

YJR04 9C_homolog 592aa (SEQ ID NO 394) 

MSHKTQSQLSSQMKNLNTPPIDFNSTSSNNTMPSEPNSQPQQQQSQPEAKTEPQTIRPATFTTSGN 
SSSSSISTLSADIIQPLHQLSINNNNSTVTQPAPQSSSFQRRJSfNPQRFNRNQLNVYTDFNSTTSSA 
SSISSSPKDFFTREPPRIHSKLICEEIASANNRAAKEVLSRLSTDELRSVKSHTELAETANGVRML 
AKNLSRATIQLDVRAIMIITKARDNGLIYLTKEWEWILDQHPHITIYADEKLAKSKRFNPESIIA 
ISry-PNGCKKLKYWNKKLTTKNPEIFDLVLTLGGDGTVLFASNLFQKIVPPILSFSLGSLGFLTNFEF 
SAFRTVLSKCFDSGVKANLRMRFTCRVHTDEGKLICEQQVLNELWDRGPSPYVTHLELYGDGSLL 
TVAQADGLIIATPTGSTAYSLSAGGSLVHPGVSAISVTPICPHTLSFRPILLPDGMFLKVKVPSSS 
RATAWCSFDGKVRTELKKGYYVTIQASPFPLPTVMSSKTEYIDSVSRNLHWNIREQQKPFSSYLKP 
ETRQSIAESERLDNLHISSEQDESNHEEPEITEDFDINYTDNERDSSSSTPSEESNEECANTTT 

YLR04 8W_homolog EMBL_entry 1042bp public: 1..1042; CDS: 28.. 786 
(SEQ ID NO 395) 

ATAGCGGCCGCGCATATAATAGAGAATATGTCATTACCAGCTTCATTTGACTTAACTCCAGAAGAT 
GCTAAATTGTTATTAGCTGCCAACGTCCATTTGGGTGCTAAGAACGTTCAAGTTCACAACAAACCA 
TATGTTTACAAAACCAGACCAGATGGTATGAACATCATCAACATTGGTAAAACTTGGGAAAAAATT 
GTTTTGGCTGCCAGAATTATTGCTGCTGTTCCAAACGCTTCTGATGTTGCTGTTTGTTCTTCAAGA 
ACTTTCGGTCAAAGAGCTGTTTTGAAATTTGCTGCTCACACTGGTGCTACTGCCATTGCTGGTAGA 
TTCACTCCAGGTAACTTTACCAATTATATCACTCGTTCATTCAAAGAACCAAGATTAGTTGTTGTT 
ACTGACCCAAGAACCGATGCTCAAGCCATCAAAGAATCATCTTATGTTAACATTCCAGTTATTGCC 
TTGACTGACATGCAGTCTCCATCTGAATACGTTGATGTTGCCATTCCATGTAACAACAAAGGTAAA 
CACTGTATTGGTTTAATCTGGTGGTTGCTTGCTAGAGAAGTCTTGAGATTAAGAGGTATTATCCCA 
GACAGAACTACCGAATGGTCAGTTATGCCAGATTTGTACTTCTACAGAGACCCAGAAGAAATTGAA 
CAAAATGCCGTCGAAGAAGCTAAAACTGAAGGAGTTGAAGGAGCTCCAGTTGCTGAAGCTGAAACC 
GAATGGACTGGTGAAACTGAAGATGTTGATTGGGCTGATTCTGGTGCTACCCCCAGCTGCTGAAGA 
TGCTGCTGCTTCTATCTGGTAAACACTGAAATCTACCAATAAGAAGTAGAAGTAGAAGTAGAAGAA 
GAAACAATAACAACAATAACAACCAAAATAAAAAAAAGGTTTAATGATGTATATTATCGATAAGGA 
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GAAAGAAGAGATTTTCTTTTTTAATAATGAGGATGCCATTTTATACAAATCCAAAATTGTAATTAA 
GAAAGATTAATAAATATAAAATATATATATATAAGTAAAAAAAAAAAAAAAA 

YLR048W_hoinolog SWISS- PROT_entry 253aa (SEQ ID NO 3 96) 

MSLPASFDLTPEDAKLLLAANVHLGAKNVQVHNKPYVYKTRPDGMNI INIGKTWEKIVLAARI I AA 
VPNASDVAVCSSRTFGQRAVLKFAAHTGATAIAGRFTPGNFTNYITRSFKEPRLVWTDPRTDAQA 
IKESS YWI PVI ALTDMQS PSEYVDVAI PCNNKGKHC IGLI WWLLAREVLRLRGI I PDRTTEWS VM 
PDLYFYRDPEEIEQNAVEEAKTEGVEGAPVAEAETEWTGETEDVDWADSGATPSC 

YLR088W_homolog 1335bp public: 1 .. 80/494 .. 776/821 .. 1335 , PathoSeq: 
81. .493/777. .820; CDS: <1.,1332 (SEQ ID NO 397) 

TCGGGGCTACAAATTTCGTCCATGAAAATTGGGTTCGCCACCAATACTTTGTATGCGATTATGCAT 
GCTCCACGAGGTGAAAATACCGAGGCAATGGCGTTGGTTGTGCCATGGACTAATTCTGACAACGAG 
TACAATGAAGGTGCTATGAGTTTGGCGGTGGCTTTGGCACGGTACTTTACAAAGATGTCGATCTGG 
TCGAAAAACATTATTTTTGTATTTCCTGAGACGGGCCACAGACCGTTGAGGTCGTGGGTTGAGGCA 
TACCATACGGTGTTGGACGATACTGCGGGGTCGATTGAGGCGGCGATTATTATGGAGTACGGCAAG 
AACGGTGATTATTTTGAGTATTACGATATGTTCTACGAAGGGTTGAATGGGCAGTTGCCGAATTTG 
GACTTGTTGAATACGGCCAATGTAATGACGTATCATGAACAGATCCCCTGTGCCATGCAAGGGATG 
TGGGATAGGGTTATCAATTATAGCACCCGGTTGCAGACTTTGTTTAGGGGTATCCTCAAATTGACG 
CTTGTCGGGTTGACTGATGAAGTTCATGGGTGTGAAGCATTTTCGGGGTGGCAGATCCAGGCATTT 
ACGATCAAGGTAAGGGGGACTGAAGGGAAAGATGTTACGCAGTTTGGCCGGATTGTCGATTCTACG 
TTTAGGTCGGTTAACAATTTGCTTGAAAAGTTTCACCAATCGTTTTTCTTTTACT.TGATGTTGTCG 
CCAAAACACTTTGTGTCTATTGGGACGTACTTGCCGTCGGCGATTTTGTTGGCAGTATCGTATGCG 
TTGAGCTCTGTCAGTGCGGTGGTGGTTGCCGGGTTTGATTTTCGAAAGCTATATTTTGTGGTGGTG 
GTTGAAATTGCGTGTGCTATTTTGGCGTTTGTGCCGGTGAACCAGGTGATGCTTGTAGCGATTCTG 
GCGGTGGTGTTGTTGCCGCGCCAAGCCATCTTTTCCAAGCAGGCGGCGTTTTCGCTAATTTCTATT 
GCGTTGTTGGCAGTGGCATTACTTATTACCGCCCTCTTGATTGTACATTTTGCATTGGCGTTTAGT 
ATTGGGATTTTAGCCCTTCCATTGACATTTGTCCCGACATTAATGAAGAACAAGTCTAGGCTAACA 
GCTTTTTGTTTGGCGGTGTCGAATCCGTTTTTTGTGATTTTCGTTGGTGGGAAAGTGCTTGGCCAC 
CCCGAGCTATTTGACCGGTTGGTCACTGCCTGGTCGGACATACAGTGTTGGACATGGTTTATCGTT 
GTTTTGGGGTGGTTCCCAGCGTGGGTGATTATeACACTAAGCTACTGTGGCTACAAGCCAGTTAAG 
GAAAAAAGTGAATAG 

YLR088W_homolog 444aa (SEQ ID NO 398) 

SGLQISSMKIGFATNTLYAIMHAPRGENTEAMALWPWTNSDNEYNEGAMSLAVALARYFTKMSIW 
SKNI I FVFPETGHRPLRSWVEAYHTVLDDTAGS I EAAI IMEYGKNGDYFEYYDMFYEGLNGQLPNL 
DLLNTANVMTYHEQIPCAMQGMSDRVINYSTRLQTLFRGILKLTLVGLTDEVHGCEAFSGWQIQAF 
TIKVRGTEGKDVTQFGRIVDSTFRSVNNLLEKFHQSFFFYLMLSPKHFVSIGTYLPSAILLAVSYA 
LSSVSAVWAGFDFRKLYFWWEIACAILAFVPVNQVMLVAISAWLLPRQAIFSKQAAFSLISI 
ALLAVALLITALLIVHFALAFSIGILALPLTFVPTLMKNKSRLTAFCLAVSNPFFVIFVAGKVLGH 
PELFDRLVTAWSDIQCWTWFIWLGWFPAWVIITLSYCGYKPVKEKSE 

YLR167W_homolog 1190bp public: 1. .1190; CDS: 501.. 1187 (SEQ ID NO 
399) 

TAGGTCATTCATAACAATTGATAGATGCAAGCTAATTGGAATGAAAAATCCATCTTGTATCAAAAC 
CCTTTGTTCCTCATAGTTAATCCGACTAAAGAAGTGTTTTTTTTTTCTTTTCTTTTTTGCTATATC 
CTAGTTGCCTTAACGACAGTAATAGTTAAAGCGTTGGGAAGTAATGGTGAACTCGAACCATTTGGT 
TGACGCTGACGATTAATAATGTGAATTTCTTTTTTCTTTTTGGTTGTAGTAATTGCTTTGTTTTGT 
TGTCTAAATTAGGAAAATGTCGTGACCTTACGTACAGCACACACATACCACTGTCGTGCACTGACC 
AACAACAATGCGGTGTTAATCGATAACCAAAAGATTATAAATAGGGGGTGGAAGGTCGCCACTGTT 
TGAAATGAATCAACACAGTTTTTTTTCTTCTTGCTTTTTCTTTCTATTTTACATTACAAATTCTGA 
CAATCGTCAACTAACATATATATACAAATCTACAAGCAATGCAAATTTTCGTTAAAACTTTGACTG 
GTAAAACCATTACCTTAGAAGTCGAATCTTCTGACACCATCGATAACGTCAAATCCAAGATCCAAG 
ACAAAGAAGGTATTCCACCAGACCAACAAAGATTGATTTTCGCCGGTAAACAATTAGAAGATGGCA 
GAACCTTGTCTGACTACAACATCCAAAAAGAATCTACTTTACATTTGGTTTTAAGATTGAGAGGTG 
GTATGCAAATCTTTGTTAAAACTTTAACTGGTAAGACTATCACTTTGGAAGTCGAATCTTCTGACA 



L:Q0300,:l«i ^ E! i3: iB Oi :l 



030019 



138/161 



CCATCGAT7VACGTCAAATCCAAGATCCAAGACAAAGAAGGTATTCCACCAGACCAACAAAGATTGA 
TTTTCGCCGGTAAACAATTGGAAGACGGTAGAACCTTGTCTGACTACAACATCCAAAAAGAATCTA 
CTTTACATTTGGTTTTAAGATTGAGAGGTGGTATGCAAATCTTTGTTAAAACTTTAACTGGTAAGA 
CTATCACTTTGGAAGTCGAATCTTCTGACACCATCGATAACGTCAAATCCAAGATCCAAGACAAAG 
AAGGTATTCCACCAGATCAACAAAGATTGATTTTTGCTGGTAAACAATTAGAAGATGGCAGAACCT 
TGTCTGACTACAACATCCAAAAAGAATCTACCTTGCACTTGGTCTTGAGATTGAGAGGTGGTTTCT 

AA 

YLR167W_homolog 2 2 9aa (SEQ ID NO 400) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKEST 
LHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDWKSKIQDKEGIPPDQQRLIFAGKQLEDGRTL 
SDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFA 
GKQLEDGRTLSDYNIQKESTLHLVLRLRGGF 

YLR234W_homolog 2390bp public: 1..2390; CDS: 501.. 2387 (SEQ ID NO 
401) 

TCCAGAATAGTAATTAGGGACTTTAATTTTATTAGGAGTGGATTGCATAGAATATGCTATCTAATA 
GATACATCTTATTATATTCTTATTCATGGGA7VAGCACCAGTATATGGAAATGCTGCCCAAGGTAGT 
GGACACAACAAACTAGTTTACAAAGTAAAATTCGAAGTTACGTCAAAGCTTAGAATGGTTCTTATA 
GTAGTTGTCTACTCTATCAAAAAACCCATAATTTGTCTATATAACGTAAGGATCACTATATGCTGT 
TGAGTAAGAAATATGTTGCGAGCCGTACCGACAATGGATTGGCTGAAACTTGTTCTCATCAAACTT 
GCAAAACACTTGGAGACGCGCGCGCGTTTCAACACACAATAAACAACACGAAAAATAAGGTAGAAA 
ACAAAAAAAAAATAAAAGGAACTTTAAACAAGAAGTAATCCCCATTAAAACTTGATCAACACTTTT 
AGGGTTTCCGATTTCCCCATTTTCTTGACTAAAATAATATGAGAATACTATGTGTTGCCGAAAAAC 
CATCGATTTCAAAAGAGGTGGCAAACATTTTGGGAGGAGGGCGAAAAAAAGTAAGAAACTCACGAG 
AAAAATTCATCAAAAACTACGATTTCACCTTCACTTTCAACTCTGAAGATGGGCCATGTCAAGTAA 
CCATGACTTCGGTGGCTGGACATATCACAGGACTTGATTTTGGGTCTGCCTTTTCGTGGGGAAATT 
GTGTTCCCGGGCGACTATTTGAAGCAGACATCAAGACCATTATCACCAAGAAATCTATTTATGAAA 
ATATTGCAGAAGAGGCAAGAAACGCTGATAAGTTGATGATCTGGACAGATTGTGATAGAGAAGGAG 
AATACATTGGATTTGAAATTATGAATGCTGCAAGAAAATACAATAGGAACCTTGGGTTAAACAATA 
TTTGGCGAGCTAGGTTTTCACATCTTGAACGA7VATCACATTATTCGAGCAGCAAAAAATCCCGTGA 
ATTTGGATATGAGTGCAGTTTCTGCAGTTTCTTGTCGTATGGAAATCGATCTTCGAGTGGGTACCA 
GTTTTACACGTTTGTTGACTGATCAATTGAGACAAAAGGGGATAATTGAAAAGAATGAACTAGCTT 
CTTATGGTACATGTCAATTCCCGACATTGGGGTTTGTTGTTGATCGATACAAACGAGTCAAGAGTT 
TTACACCGGAACCATTCTGGTATATTGAGATTGAAACTAGGAAAGAGAATAAAAAGACAATTTTCA 
ATTGGGTTCGAGGTCATTTTTTCGACAAGATGTATGTGGTTATGCTTTATGATCGATGCTGCAAAA 
GTGGAGAATTTGGAACCATATCAAAAATAGAATCAAAACGGAAACCAAATTTCCGTCCATTCCCAT 
TGACAACCGTGGAGTTACAAAAAGATTGTGCTAGATTTTTTAAGATGTCTGCTAAGACGGCGTTGG 
CAGCTGCTGAAAGACTTTATAACCTAGGGTATTTGTCGTATCCTAGAACTGAAACTGACAGGTTTG 
CCAAAGAAACCGATTTCAAGAGCTTACTAGAGGTGCACAAACAAGATCCGCGATGGGGAAGCTATA 
CAACAAAGCTTTTGAACGAAGGTTTCGAAACTCCTCGAAGCGGTTCTCATGATGATAAGGCGCATC 
CTCCAATCCATCCTATCAAATATGTTTCTTTGGACACCCTAAACACCCTCGATGAAAAGAAAGTGT 
ATGAATACGTTGTGCGACGCTTTATTGCCTGTTGCTCCAAAGATGCTGTTGGTACGCAAACCGTGG 
TGACTTTAAAATGGGGAGATGAATTCTTCACCGCAAGTGGATTAATGGTGCATGAAAAAAATTATT 
TGGAAGTGTATACTTACAAAAAATGGGAAAGCTCTAAACAACTACCGAAATTTACAGAGGGAGAAC 
AGGTCAAGTTGTCGAGTGGAATATTGAAAGACGGTAAAACAAGTCCACCCAATCATATGACCGAGC 
CCGAGCTAATTGCATTGATGGATGCCAACGGTATTGGAACCGATGCTACTATCGCTGAACATATTA 
ACAAAATAGAGACTAGGCACTATATTAATAAATTGAAAAAGGGGAAAAATGAATATATTCTTCCTA 
CTCCTTTAGGAATGGGGCTTATAGAAGGCCTTGAAAAAATGGAATTTGAAGATGTATCACTATCGA 
AACCATTTTTGCGGAAGTCGTTGGAACGATCACTTGAGGACATAGCAACCGGGTCCCGGCCAAAAG 
TGGATGTTTTGAATACAACAATAGGCGTATATGTTGACGCTTATAGTGTTTGTTCTCATCAGATAC 
TTGTTTTGTGCAATGAATGTAGGAGAATTATACTTGGAAATAGCAGTAACAACAACAACAACAATA 

ATAATAATACGTAA 

YLR234W_homolog 62 9aa (SEQ ID NO 402) 
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MRILCVAEKPSISKEVANILGGGRKKVRNSREKFIKNYDFTFTFNSEDGPCQVTMTSVAGHITGLD 
FGSAFSWGNCVPGRLFEADIKTIITKKSIYENIAEEARNADKLMIWTDCDREGEYIGFEIMNAARK 
YNRNLGLNNIWRARFSHLERNHIIRAAKNPWLDMSAVSAVSCRMEIDLRVGTSFTRLLTDQLRQK 
GIIEKNELASYGTCQFPTLGFVVDRYKRVKSFTPEPFWYIEIETRKENKKTIFlSnAfVRGHFFDKMYV 
VMLYDRCCKSGEFGTISKIESKRKPNFRPFPLTTVELQKDCARFFKMSAKTALAAAERLYNLGYLS 
YPRTETDRFAKETDFKSLLEVHKQDPRWGSYTTKLLNEGFETPRSGSHDDKAHPPIHPIKYVSLDT 
LNTLDEKKVYEYWRRFIACCSKDAVGTQTWTLKWGDEFFTASGLMVHEKNYLEVYTYKKWESSK 
QLPKFTEGEQVKLSSGILKDGKTSPPNHMTEPELIALMDANGIGTDATIAEHINKIETRHYINKLK 
KGKNEYILPTPLGMGLIEGLEKMEFEDVSLSKPFLRKSLERSLEDIATGSRPKVDVLNTTIGVYVD 
AY SVC SHQ I LVLCNECRRI I LGNS SNIWNNNNNNT 

YLR241W_homolog 3098bp public: 1 . . 827 /2 190 . . 3 098 , PathoSeq: 
828.. 2189; CDS: 501.. 3095 (SEQ ID NO 403) 

ATATATAGAATTATGGCTTAGTGCCCTTTATTAACTAAATTAGAGGTTACATTAATACAACTTAAC 

AAACAAGGAAACTAACATCCACGTATAGGGCTTCTTATATTAATATACCTAATTCAACCTGATTAT 

ATTGCCTTATATACAGCTTGTAAAAAAACACATAAGAAAGTTTACATCTCAAGATGAATTATCCCC 

CTATTGTAAAAAGTACATCGCCTAATGATAGACATCATAGAGTACTGGCGACTCCTTACATGATGG 

TAACGACAACAACTACAACA7VAAAAAAAACATTATCTTGACGGTATAATTAGTAGTGTGCGAGAGG 

CACACGATAAGATTTATCAGTTTCCTTTTCTCGGTTGACCTTAATCTGTTTTTGTATAGACTTTAT . 

TTTTTTTGTTTTTGACCACACCCACTTTTTAATATCACAAGATATTTAACTGATTATAGAAAACAA 

CAACAATAACCCAAATACGTTAACCACTTTTATTACATATGATAGACAATATAATCAATAATTTGC 

AAATCATAGTACAGCAAAATGATGATAATTTTACATCCCCTCACGACGATGTGATATATCGACCAC 

ATTCTGCTCGTGTAGCACGATATCAAGTAATAATTGCATCTACATTGGGACTCACTGCCCTATTAC 

TATTTTCTATCTTACGATTAAAATATCCCAAAATATATGTGGCAAACTTTAATCATTTGAATTTCA 

GTCTACATTCGACCTCAAGAAGGAATTTACCTGAATTGCCTTCAAATTCATTATTTGGTTGGATTC 

CTACAGTTTACAAAATTACTGAGCAAGAAATTTTGGAACATGCTGGATTAGATGCAGTTGTGTTTT 

TGGAATTTTTTAAAATGTGCATTCGAATAATAAGCATATGTTTAGTATTTGCCATTATTATCATAT 

CTCCTATCAGATACAAGTTTACAGGGAGAGTAGATGAAGATTATCCCGACGATGATAGTGACAACG 

ATGACGATGATGGAAGTAATAATAATGGTACCACAATAATTAAGCATATAGTGTCAGCTGGAATTC 

TGGTGGCAAGTAAAAATAACGATGGAGAACAGTATCAACAATTTCTTTGGTTATACACTATTTTCA 

CCTATGTATTTACATTTGTTACTGTTTACTTTCTATTCAAACAAACCAATAGGATTATTTCTATGC 

GTCAGAAGTATCTTGGATCGCAAAATTCAGTCACCGATAGAACGGTAAAAATATCTGGGATACCAG 

GATCATTACGAGATGAAGTGGCACTCGCACGGCACATTGACCGTTTGAATATTGGTGAAGTGGATT 

CTGTGTTGATTGTCAAGGAGTGGCAAAATCTAAACAAACTATTCAAAAGAAGGAGAAGAATAGTTC 

GAAAATTAGAGGAAAGTTGGGTTGAATATTTTGAAAAAAATGGGATAACCAATAAGAGCGAT-TTGA 

TATCGTTGCATCCCCAAGTTGGCGAACTGTATCGTTTT.TCCAATAGGTATACTGATGATGCAGAAG 

AATCACCAGACTGGGGATCTCAAAATTCGAACTCTGCACAAGCTTCAATAATAGATCAAGACTCAG 

AATCTGTTGAAGGAGATTCTTCTGACACTTTGAATCGCTTGTTGAATGATGAACTGAGAACAAGAC 

CAAGTCTTCGGAAAGGTTGGTTCGGATTGTTTGGACCTAAAGTGGATTCAATAAACTACTACACCG 

ATAAATTGGAGGTCATAGATAAAGAGATTACCAGGGCCAGAACTAGAGAATATCCCGCCACTTCGA 

CTGCATTTCTCACTATGAAAACCGTGGCTGAAGCACAAATGTTGGCACAGGCAGTCTTGGATCCAA 

AAGTCAATCATCTTATCACCAACTTGGCCCCTGCTCCTCATGATATCCGATGGGATAATTTGTCAT 

TAACTAGACAAGACAGAAATACAAAGATCCTTGCTGTCACGATATTTATTGGTATAATGAGTTTGT 

TGTTGGTTTATCCAGTCAGATTTATGGCTAGTTTTTTAAACACTAAAAGCATTTCTAAAATATGGC 

CATCATTGGGGAAAGCTATTGAATCGCATAAATGGGCCGAAACTTTGATTACTGGATTATTGCCAA 

CTTATTTATTTACAATTTTAAATATTGTGATTCCGTTTTTTTATGTATGGATTTCTGAAAAGCAAG 

GTTATTTATCTCATAGTGATGAAGAGTTGTCATCGGTATCCAAGAACTTTTTCTATATATTTGTGA 

ACTTATTTTTGGTTTTCACAACTTTTGGTACCGCCTCTTTTGTTGATACGACCAAAATTGCATTTG 

ATTTAGCAAGATCACTCAGAGATTTGTCAATGTTCTATGTTGACTTAATAATTCTACAAGGATTGG 

GTATATTCCCATTCAAATTATTATTGGTGGGGAACTTACTTCGCTTTTTAGTGAATTCATTATTTA 

GGTGCAAGACCCCAAGAGATTACTTGAATTTGTACAAACCGCCAGTTTTCAATTTTGGTCTACAAT 

TACCACAACCAATATTGATATTTATTATTACGTTGGTATACTCGGTAATGTCTTCGAAGATATTAA 

CTGCAGGGTTACTATATTTTATTATTGGTTATTTTGTGAGCAAATACCAATTGCTTTATGCTTGTG 

TTCATCCTCCACACTCAACGGGCAAAGTTTGGCCAATAATTTTCCGAAGAATCATATTAGGGTTAT 

TTCTTTTTCAAATCACAATGGTTGGCACATTAGCATTACAAGATGCAATCACATGTGCTACTTTCT 

TGGCACCATTGCCGTTTTTGACACTTTACTTTTGGTGGAGTTTCCATAAACAATATATTCCCTTGT 
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CAACATTCATTGCCTTGAGAGCAATTGAAAGCAATGAAAATATCAACCCTACTGATTTGGAGCAAA 
TCATTGAAAACAACAATAATAAAACTCTTGACGAAAGAAGGGAATTGAACACTAAATACGAATACC 
CCAATCTAGTTAATGATTTAGACGGGCCAATGATTGCATTGGATGGTGAAGATGTATTGATAGTTA 
ATCGAGATGGTACAACTGTACGGAAACCACCTCAATATTTCAGTTCAGAATGGGACTATTAA 

YLR241W_homolog 865aa (SEQ ID NO 404) 

MIDNIINNLQIILQQNDDNFTSPHDDVIYRPHSARVARYQVIIASTLGLTALLLFSILRLKYPKIY 
VANFNHLNFSLHSTSRRNLPELPSNSLFGWIPTVYKITEQEILEHAGLDAWFLEFFKMCIRIISI 
CLVFAIIIISPIRYKFTGRVDEDYPDDDSDNDDDDGSNNNGTTIIKHIVSAGISVASKNNDGEQYQ 
QFLWLYTIFTYVFTFVTVYFLFKQTNRIISMRQKYLGSQNSVTDRTVKISGIPGSLRDEVALARHI 
DRLNIGEVDSVLIVKEWQNLNKLFKRRRRIVRKLEESWVEYFEKNGITNKSDLISLHPQVGESYRF 
SNRYTDDAEESPDWGSQNSNSAQASIIDQDSESVEGDSSDTLNRLLNDESRTRPSLRKGWFGLFGP 
KVDSINYYTDKLEVIDKEITRARTREYPATSTAFLTMKTVAEAQMLAQAVLDPKVNHLITNLAPAP 
HDIRVTONLSLTRQDRNTKILAWIFIGIMSLLLWPVRFMASFLNTKSISKIWPSLGKAIESHKWA 
ETLITGLLPTYLFTILNTVIPFFYVWISEKQGYLSHSDEELSSVSKNFFYIFVNLFLVFTTFGTAS 
FVDTTKIAFDLARSLRDLSMFYVDLIILQGLGIFPFKLLLVGNLLRFLVNSLFRCKTPRDYLNLYK 
PPVFNFGLQLPQPILIFIITLVYSVMSSKILTAGLLYFIIGYFVSKYQLLYACVHPPHSTGKVWPI 
IFRRIILGLFLFQITMVGTLALQDAITCATFLAPLPFLTLYFWWSFHKQYIPLSTFIALRAIESNE 
NINPTDBEQIIElSnSfNNKTLDERRELNTKYEYPNLWDLDGPMIALDGEDVLIVNRD 

FSSEWDY 

YLR321C_homolog 155 9bp. public : 1 . . 947 / 118 9 . . 1559 , PathoSeq: . 
948.. 1188; CDS: 501.. 1556 (SEQ ID NO 405) 

TTCCAGAATTAGTAGATATTTCTGATATCAAGTTGGAGATAGGGATATCGAACTGGGATTCTATAT 

TTTGTTTTATCTTGGAGAACCTGTGTTGTTGTTGGCGTTCTATCTCTTTATATATTTTCTCTATTA 

ATTCAATTGAAACATTTGAAGGAAATTCTTTCTTAAAAGGATCTAGTGACACATGATCTCTAATCT 

CCAGTCTTTTGATTAAATATTCTTTTAGAATATCAGGTGAAGAAGTGTTGGTAGTCATAGCTAGTA 

GATACTGTGTGGTGTCTGGGATAATAATTATAATGTAAACAAAACAAAGTCGTGTCAGTGTATATT. 

TTTCTTTTGTCAATTCCATCTTTTTTTTTTTCTCTTGAGAAATGTATAACAGAGGATCCATCCATT 

TGCTTGACAGAGAAATACAGAACACTAAACAAACATTTTTTCATTCCTTTCTTGTTTTGTTCTGTT 

ATACCCCAAAAGTTTGAATAAGTCTTCAGATATCTAGCATGGCAACTTCTCAAGAATTGACAGCAG 

ACATACAAGCTCTTGCAACTAGTTTCCCCAAGCGATTAGCTAATGATAGTGACAATTCATTACTTA 

TTAATGTTGCACCAACTGGTCGAGAAGCCAAAAGACATATTCAACAGATTAATTACTCCGAAGAGT 

TTGGAGATGACCTTGATTTTGATGAATTCCCATCTTCGACACCCGGTACTAGAAGCTTAAATGAAA 

ATAAAGCTCAAATAGAAGCACAAAGATATTCTCTTGCGAAAAACACACCAACGCCCAAGAGAATCT 

TAGAAAAACCGGTGTTATCTGAGTTGGTTGAAAAACCAGTGGTGCTTATTCCTATCAAAATAATGA 

TTGAGAATTTGAACACAAACCAAAAGTTGATTGATTCCTTTATGTGGAACTTGAATGAAAGCTTGA 

TTACACCAAGTGAGTTTGCGGAAATTGTTTGCAGTGATTTAGATTTACCATTCAGTATGGCTGCAC 

AAATAGCAGACTCCATTAATCAACAGATTGAAGAGTATTCCTATGCATCTAATTTACAACTACCAA 

ATAAGGGCCCTTACAATGTTACCATTGATTTATCAGTAAACTTAAATAAACAATTATACCAAGATA 

GATTTGAATGGGATATGAATCAAAATGAAGTTACACCAGAAATTTTTGCTGAAATAGTTGTTGCTG 

ATTTGGGGTTATCGTTAGAATTTAAGAATGCCATATCACATGCATTGCACGAAATAATTATCAGAG 

TGAAAAAAGAAGTAATAGATGGTACTTTTGACAATGAAATGCACAACTTGCATCTAGTAAAAGGTA 

TAATGTTTGAACAAGGAATTAGAATTTTCACTGAAAACAGTGTTCAAAATGGAAATGACCGTTGGG 

AACCTTTGGTCGAAGTATTGACTTCTAGTGAAATCGAAAGAAGAGAAAATGAAAGGGTTAGAAACT 

TGAGAAGATTAAAGAGAGAGAATATGAGAAGAGATTACGATGATCATAGTAGGAGAAGGCAAGCAG 

GAAAAAGAAGGTATGATGAGTTAGAAGGAGCCTGGGTATAG 

YLR321C homolog 352aa (SEQ ID NO 406) ^^^^^o 
MATSQELTADIQALATSFPKRLANDSDNSLLINVAPTGRQAKRHIQQINYSEEFGDDLDFDEFPSS 

TPGTRSLNENKAQIEAQRYSLAKNTPTPKRILEKPVLSELVEKPWLIPIKIMIENLNTNQKLIDS 

FMWNLNESLITPTEFAEIVCSDLDLPFSMAAQIADSINQQIEEYSYASNLQLPNKGPYNVTIDLSV 

NLNKQLYQDRFEWDMNQNEVTPEIFAEIWADLGLSLEFKNAISHALHEIIIRVKKEVIDGTFDNE 

MHNLHLWGIMFEQGIRIFTENSVQNGNDRWEPLVEVLTSSEIERRENERVRNLRRLKRENMRRDY 

DDHSRRRQAGKRRYDELEGAWV 
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YLR3 2 5C__hoinolog 737bp PathoSeq: 1..737; CDS: 501. '.734 (SEQ ID NO 

407) 

AAGAAAAGTATAGTC7VAATTGTTATACAAGCTAAGGAGCCATAAACTTTCTTTGGACATGCTAATA 
TCGCTCCTGACCATTGTTTACTATATTCAACAAAACGAATTCAACAAGGCAAACGAAAGCTACATG 
AAACTAAGTATCGGCAACGTCTGTTGGCCAATTGGGGTGGTCAATGTAGGTATTCATGCAAGAAGT 
GCAGCACTGAAAATAACCGGTGCCTCTAACGTCAGTAACATAATGCTAAGCGAGTCTACACGAAGA 
TGGATTATAAGTATAAAGAGGTTGATTAGTTTTAAAGAGAGAGTATATAATAATGCACGTGATTAG 
TTTAGTAATTTTTTGCGAGTTAGGGCTATAGCCCTAAGACATTCACACAACTAACAAAAAGGAAGT 
TCTCACGCACATAACGTGTAACCCACATAAAGAAAGAAAAAAAAATTTCCTTTGAAAAAATTCACA 
TCACGCTTTAACCACTTCAACCTATAACAACTCCAACCATGGCTAGAGAAATCAAGGATATCAAAG 
AATTCGTCGAATTGGCTAGAAGATCAGACATCAAATCTGCTATTGTCAAAGTTAACGCCAAGGTCA 
ATGCTAACGGTAAAAAATTCAAACAAACCAAATTCAAGGTCAGAGGTTCAAGATACCAATAGACTT 
TAGTTGTCAACGATGCTTCTAAAGCTAAAAAATTACAACAATCTTTACCACCAACCTTAAAAATCA 

CCAACTTGTAA 

YLR3 2 5C_„hoinolog 78aa (SEQ ID NO 408) 

MAREIKDIKEFVELARRSDIKSAIVKVNAKVNANGKKFKQTKFKVRGSRYQYTLVVNDASKAKKLQ 
QSLPPTLKITNL 

YLR344W_homolog 1348bp PathoSeq: 1..1348, exon 1: 501.. 515, intron 
1: 516.. 979, exon 2: 980.. 1345 (SEQ ID NO 409) 

ATACCATGACAAGCAAGCTCAGGGTCGCGGGTTCGAGTCCCGCGGGGAGCTAATTATACCCTCATT 

TTTGAACCCACCAAATTTTCTTTCACATTATAATGAAATAAGAGTATTCCCTGGCTTCTTTTTTTT 

TTTTTTTTGGCAATATAGAGAAGACTGTAATAAGTATAGCTCACTAAAAGTCTTTTTTTTTCTATT 

CGTTTTATATTTTTTTAAGAAATTTGATGTTGATTTGGTAAATGCCAAATTTTAAATGTGTGTTAG 

GGCTATAGCCCTAATGTACTGTATATGCAGTATCAGAAATACTTTTGTTACGCACAGTTTGTCTTA- 

CCAAATACATTATATATATATATTTTTTTTTTTTTGAGTAGAGGAGCTACACTAGACCACAGTGCG 

AAAAATTCATCTCTCTATACACTTACTCAATTTGAAGATATTCAAATTTTTTTCAAAAAAAAATTC 

CTTTTGGATCGATACTAGATAGCATATAATCATCAAAAATGGCCAAGATCAGTCAAGGTATGAAAT 

AGATATTCAATTAGATATGGAGAAAGGAAGATAAAAGGAAAAGAAAAAAAAAAAAGAAAGAAATAA 

AGGAATATATACATTGAAAAGGAGATAGAAGATCAAACAACAACCATTAAGAATTAAGTTTAATAC 

AGTTTCAATAAAGAGGGTTTTTTTCTCAGAACAAACCATTGACTGAAGTACTACACCAAGAAGGTA 

TAATGATTTCACGATTTACCTGAATATAAAGAACATCCTTAATATTGAATTTCAATATTAAAAATA 

CAATTTGGGGATATTGATGAAATTATGTATAGGAGATTCCATTTTTCAAACTTGTTGAATGGAAAA 

CTTGAAAAATCAAATCAAATCAAATCATAACCCTTCAATATATTCCTTCCTTATCTTACTTTTCCT 

ATTAAAACAAAGACTAAGAAACATTCAGTAAAATACTAACAAAAATTCCATTTATATAGACGTTTC 

TTCATCTCGTTCTAAAGCTAGAAAAGCTTATTTCACTGCTTCATCAGTTGAAAGAAGAGTTCTTTT 

ATCTGCTCCATTATCCAAAGAATTAAGACAACAATACAATGTCAAATCTTTGCCAATTAGACAAAA 

TGATGAAGTTTTAGTTGTTAGAGGTTCTAAAAAAGGTTCTGAAGGTT^GTTAATTCTGTTTATAG 

ATTGAAATTTGCTATTCAAGTTGATAAATTACAAAAAGAAAAATCAAATGGTGCTTCTGTTCCAAT 

CAACATTCATCCATCTAAAGTTGTCATTACTAAATTACATTTGGACAAAGATAGAAAAGCTTTGAT 

TCAAAGAAAAGGTGGTAAAGCTGAATAA 

YLR344W_homolog 127aa (SEQ ID NO 410) 

MAKISIDVSSSRSKARKAYFTASSVERRVLLSAPLSKELRQQYNVKSLPIRQNDEVLWRGSKKGS 
EGKVNSVYRLKFAIQVDKLQKEKSNGASVPINIHPSKWITKLHLDKDRKALIQRKGGKAE 

YLR393W_homolog 1631bp public: 1 .. 1207/1209 1631 , PathoSeq: 1208; 
CDS: 501.. 1628 (SEQ ID NO 411) 

TTCATCTTTCGAAATCTTCCCTCTTGGAAACGACCAAGAGTTGGATTCGGTGCCCTTGACTAGCAC 
AACTTTGTTCAAATCTTTATTGAATAATGCAACACCACGAACCGGTATGGTCGATTTATATTTTCC 
GAATTTAGATAATGCTTCCTGTGGGTCACCCCATTTCCAAATAAGCGGGCATTTCTCTAAAATCTT 
TGTACTGAACGTCTTCATCTTCATGCTTTGCAAATCGGGATTCAACTGACGAACAAAGTCAGCATA 
AAACCATTGTGCTTCCTCAATCTGAAACATTATTCTTTCAATGGAAGATAAATCCTCTTCGGGAAC 
ATTCACCACAAATCTAACTAACAAATCTTCCAACACCCGATCTAGAGTTTGATTAGCTAAACCATT 
GCGTAATTGGATCGACATATCTTGTTATTTTCTATGATTAATCTTTCTTTTTTCTTTCTTTTTCAC 



J.. O O 3 €3 d 2; iS €m i 

10/03001 



142/161 



TGAATATTCGTAATTAAAATTGATTCAAAATTGTATTGATGTTTGTATACTGGATAAACAACTTGT 
GTGAGATCATTCAATGTATTTGCTGGCGGAGAAGGAGGCAAGGACGAACTTTTTTTCCTTCATACT 
TTTTTTTTTCTCTCTCTCTTTTCTTTCAGTCACATTGTCTGAGTGTTAAAGGCTGGCTTTTCTGTG 
CTGAACCTTGTGGACTGGTAAACGCACGACATAGAGTAATATTTGGAGAAACCAAAAGAATTTTGA 
AAAACCGTGGTTTGAATTCGACCACAGATTGGTTGGACGACAAAATGCAAAGTGTATTCATCCGGA 
CTTTTGCTACCTCAAGAATAGAGTTCCAGCGGTACCAGCCGCGTTTTGTTAATACCATTAAAGAAA 
CGGTCAAATCGGCACAAGAAAAGTCGTACAGTATTACTAGACCATTGGGGTTGTCAAAACCAGTTT 
TGTTAAATCATAAATTGTCAGACACATACTCATTGTCCAATATATACGAGGAGTTGTTTGGTCAAA 
AATCCAAAGAAAGAAGACAGAAACAACTAGACTACGATTTGAAACACTCGCCAATTTATGAAGTCA 
AGTCATTTGAGAATACAAAGGGGAAAATATTTACTCCTCCTGTTTCGTACTTTCGACAAGACAAAT 
CTTTGTATTTCCCGGATTTTATAGCGAAAACATTGGCAGGTAATCAGAGAAGTTTGTACGACTCAT 
TAGACAATAGATTAAGCATAGTCAAATTGTTTTCTTCTGTTGCTGGTGAGCAGTGTACCCGTTCGT 
ACTTTAAGGTTGAAAACAAAGATTACTATTCCCAGGATTATGATACCTTTGTGGAGGAATATCCCC 
ATACCCAGATACTTGATGTGAATATGCCGCAAAGTTGGATCAAGGGGTTTGTGACAAACTTGAGCA 
CAGGAAATTTAAGAAAGACTTTGAAGCCAGCTCTGAGATACGAGAATTATTTCATCTTGCCTGGCC 
ACATAATGTCAGCGGAAATTAGAGAACAGTTGTACTGTGATAATCAATGTTCCGGGTATATTTATA 
TTGTTGATTCGATGGGGAAGATAAGATGGGCGACAAGTGGGTATGCAACTCCTGAGGATTTGAAAT 
TGATGTGGAAGGTTGTGAAAGGGGTGCAAAGAGAAATGACCAAGTAA 

YLR3 93W_homolog 376aa (SEQ ID NO 412) 

MFVYWINNLCEIIQCICWRRRRQGRTFFPSYFFFSLSLFFQSHCSSVKGWLFCAEPCGSVNARHRV 
IFGETKRILKNRGLNSTTDWLDDKMQSVFIRTFATSRIEFQRYQPRFVNTIKETVKSAQEKSYSIT 
RPLGLSKPVLL.NHKLSDTYSLSNIYEELFGQKSKERRQKQLDYDLKHSPIYEVKSFENTKGKIFTP 
PVSYFRQDKSLYFPDFIAKTLAGNQRSLYDSLDNRLSIVKLFSSVAGEQCTRSYFKVENKDYYSQD 
YDTFVEEYPHTQILDVNMPQSWIKGFVTNLSTGNLRKTLKPASRYENYFILPGHIMSAEIREQLYC 
DNQCSGYIYIVDSMGKIRWATSGYATPEDLKLMWKVVKGVQREMTK 

■YML063W_homolog 1271bp PathoSeq : . 1 . . 773 / public: 774.. 1271; CDS: 
501.. 1268 (SEQ ID NO 413) 

CCAGTGCGTTTTGTTTGTTTCCACATCATACACTTCACTGAAACTAAATAAGTTTGTTTACATTTT 
GAGACTTCAGGTACGACCCAGGGTTGCGACAAAGTTTAGGTAGTTTGTCGTCTGAATGTCGCAACA 
AAATAGGGCTGTAGCCCTAGTCATGTGATGTGAATTAACATAACAAGAAGAATTGCTGGTGCGCAA 
AAAGATTATGTGTATTTTATGTGCGTTGTTATCCTGCACACTAAAATTGAGCAGTGTACACACACA 
CATATTGGGCTGTATTTTTATTCTTGTTTTTCTGCTGTTCTCTCACTGTTAAGCTCTAAGTGAATT 
TGTGTGTGCTGTAATAGTGTGTGTGTTCCAAGTCCCAGCTCTCACAGATACTCACGCACGCCCATA 
CTACTGAAAATTTCCTGACTTTCTGTATCTAAAAATTTTTTACTAGGAATTTTTTTCTTTTACGTT 
TTTCACTTGTTTCATATAATCACCAACTCAAGTACAACATGGCTGTCGGTAAAAACAAGAGATTGT 
CCAAAGGAAAGAAAGGATTAAAAAAGAAGGTCGTTGACCCATTCACCAGAAAAGATTGGTTTGACA 
TCAAAGCTCCAACCACTTTTGAAAACAGAAATGTTGGTAAAACTTTGATCAACAGATCTACCGGTT 
TAAAGAATGCCGCTGATGGCTTGAAAGGTAGAGTTTTCGAAGTTTGTTTGGCCGACTTACAAGGTT 
CCGAAGACCACTCTTACAGAAAAATCAAATTGAGAGTTGATGAAGTTCAAGGTAAAAACTTGTTGA 
CCAACTTCCATGGTTTGGATTTCACTTCTGACAAATTAAGATCATTGGTCAGAAAATGGCAATCAT 
TAGTTGAAGCTAATGTCACTGTTAAAACTTCCGACGATTACGTTTTGAGAGTTTTTGCCATTGCTT 
TCACCAAAAGACAACCAAACCAAATCAAGAAAACTACTTACGCTCAATCCTCTAAATTGAGAGAAG 
TCAGAAAGAAGATGATTGAAATTATGCAAAGAGAAGTTTCCAACTGTACTTTAGCTCAATTAACTT 
CCAAATTGATTCCAGAAGTCATTGGCCGTGAAATTGAAAAATCCACCCAAACCATTTTCCCATTAC 
AAAATGTCCACATCAGAAAAGTCAAATTGTTGAAACAACCAAAATTCGACTTGGGTTCATTATTGG 
CTTTGCACGGTGAAGGTTCAACCGAAGAAAAAGGTAAGAAAGTTTCTTCTGGTTTCAAAGATGTTG 
TTTTAGAATCTGTTTAA 

YML063W_homolog 256aa (SEQ ID NO 414) 

MAVGKNKRLSKGKKGLKKKWDPFTRKDWFDIKAPTTFENRNVGKTLINRSTGLKNAADGLKGRVF 
EVCLADLQGSEDHSYRKIKLRVDEVQGKNLLTNFHGLDFTSDKLRSLVRKWQSLVEANVTVKTSDD 
YVLRVFAIAFTKRQPNQIKKTTYAQSSKLREVRKKMIEIMQREVSNCTLAQLTSKLIPEVIGREIE 
KSTQTIFPLQNVHIRKVKLLKQPKFDLGSLLALHGEGSTEEKGKKVSSGFKDWLESV 
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YMLl28C_hoinolog 1517bp public: 1..1499, PathoSeq: 1500.. 1517; CDS: 
501.. 1514 (SEQ ID NO 415) 

TGATATGGATTTTTCAAAACTAAGAAACAATACCAACTACAACAACAAGAAACATAAGTGTTTGCT 
TAATTCAATGACCTCGAGTCATATTCCCACGTTTTAAGTATGAGTGTTTTACGAAGTTGTGGATCC 
TATTTTAAATAAAACAATAATAGTAATAAAAAAAAAAACCTTCTTTGCTTTTCGAGAATTTGTAAC 
ACATTGTTTCTTTCTTCCCACAGCAACCAAATTTTATTTTATTTTTTCTTTTGGGACTTACCCACA 
GTTGCTCAATTATGTATAACAAGGGTAGAAACTCTGTGGGATTCCCTCCTTAAAAuATATAGCAATC 
CTTTTTCTTCACAACGATTGCTATATGACCCCCCCCCTAAGCATTCATTGCTTTTATATATATTTA 
ATAATGTATTTCTCTTGTTCAGGATAATTATCACTATTTGTGACGTTTAATTTTTACATTTCTTCT 
TCTTCTTCTTCCTATTTCAACATTAAAGAACATTTAATATGTATTTCCCAATCATTGTATGGTTAT 
ATGTATCTATCACTTTTGTGGTTGCCAATTATGGTTTTGATCAATGGACAAATGATGATTTAAAAC 
AATTTTTAAAAGAACGTAAAGTTGCATTCAATGATGCCTTGGAGAATCCAAAATTAATTAGTTTGG 
CTAATGAAGAAGCTAAGAAATTAGAAAAAGGTTACAAGAAAGTTACTGAAGAATTAAATAACAATT 
TGAATCCTCCAGATGATTCATTAAATGATTATTTGAATTTTGATTACTTATTTGGGAAAAGAAAAG 
AAAATTATTCAATTAAAGAATGGATTTTTGAAAGTTGGCCAGTAACCAGTTTGCAAACTTTTTTAA 
CTCAAAATAATATCCAATATAGTGCAAAGGATACCAAAGATGATTTAATCAATAAGGTTAAAGATC 
AATTTGATTCTATTTCTAAGAAAAATCATGGGTCTAGTTTTTATCCTGGCAATTGGTTATATGAAT 
CTTGGTCAGAAAATGATTTGAAAGATTGGTTGAAATCTTATGGCATTGAATTTAATCCTAGTTCAA 
,..CAAAGGATCAATTGGTTGAAAAATTAAAAGAATTTAGTTATCAAGCCACTCATTCAATTAGAGATT 
CCAAAGAATCTTTATTTGATTCATTGGATTTATTTGATAAAACCATTTTTGATAAAAAAGGTCAAA 
TTGAAGATGAATTTTTCCAAACTTGGTCATATTCTCAATTACGTGAATGGCTTTATTTACATGGAT 
TTATTGACACTAAACCAGGAATTTACGTTGAAGATTTGGATAAGGAAAAATTAGTCAAGATTGCCC 
AAAGTTATAAGAAATGTTTGTTGAGTGACATTCATACTTGGTTGGCAAACACTGAAAAGAAGTCTC 
AACCTTGGATCACA7VAGGGAGAACAAAAGTCTCAGAAAAAGAAGGGTAGTAATTTGATTAATGATA 
CATTCTTTGTTGGTATTAATAATTGGTCCAAGGATAAATTGCGTGAATTGGGCAATCTTGACTAA 

YML12 8C„homolog 338aa (SEQ ID NO 416) 

MYFPIIVWLYVSITFWANYGFDQWTNDDLKQFLKERKVAFNDALENPKLISLANEEAKKLEKGYK 
KVTEELNNNLNPPDDSLNDYLNFDYLFGKRKENYSIKEWIFESWPVTSLQTFLTQNNIQYSAKDTK 
DDLINKVKDQFDSISKKNHGSSFYPGNWLYESWSENDLKDWLKSYGIEFNPSSTKDQLVEKLKEFS 
YQATHSIRDSKESLFDSLDLFDKTIFDKKGQIEDEFFQTWSYSQLREWLYLHGFIDTKPGIYVEDL 
DKEKLVKIAQSYKKCLLSDIHTWLANTEKKSQPWITKGEQKSQKKKGSNLINDTFFVGINNWSKDK 
LRELGNLD' 

YML13 0C_hoinolog 2243bp public: 1..829, PathoSeq: 830.. 2243; CDS: 
501.. 2240 (SEQ ID NO 417) 

ATGAGTTCATAGATGATCTGTTTCACTTTCAAATAACGTGTCAACAAAAATAAAGTTAGAGCATAG 

ATTTTGCGGCCACTTGTACAGATGGATAGAATTGAATGCAAATTCTGCATAAAGATTAAAGTGAAA. 

AACAATTTCCGAAAAAAGAAGAAAATCGAACACATTAGAAAAAGAAACGAACAAAAGAAAAAA^ 

TTCAAATTGTAGTTGCATGTATATAAAATAATATAAAAGATATATCACCAGCACAACTGATTACTT 

TTTATTTATATCACCTGTCAACAACAAATTTCCAAATAAATACAACTCAGAAAAAACACTTACTAT 

CTTTTCTTAGTTTGGTTTCTATAATCTTATTAAACATTCTTGCCTTTCATCGTTGATTATCATATT 

AGATCTTATCTTTAATTTGTTTGAAAAAATAATACCAATAATCTTCCCATTAGAACTTACAACACA 

ACAACAAAAAAACCCATTCTAAATCACTATTCTCCATTATGAAAATTTTCAGATTATTTTCACTAC 

TAATCGTACAATTTATCATAAATACCACTGTTGCAGTATCACCTGTGTCAGCAGTTTTACCAAAAC 

TGAGTTTCAGTCCATTTGATTCACCAGAATTTTGTTCACAGATCATAACTCCCACTTGTAATACAA 

CTTTCACCTACATTGATGAATTGAATAAAGATATTCGTCCCTACTTGTCGGAATTAGTCAAGACCC 

TGTATTTCCGTTATTTTAAAGTCAATTTAGATAAACAATGTCGTTTTTGGAATGCTCAACATTTTT 

GTGCTAGTGAAAACTGTGCTGTTGAAATATTGGAAGATTTCAATTGGAGTCAAGTCACCAATGAAA 

GTTTGAAACCTTCAGGATTAGGTAAGATTTCATTACCTGACAAATCATCAATTGATAATTCCATTG 

AAACCGAAGAAGTTCAAACTTGTGAAGATTTAGATTATAGTGAAATAGATGATGACCATCATTGTG 

TTTATGTCAACTTGGTAAATAACCCAGAAAGATTTACTGGGTATGGTGGTAATCAAAGTTTTGATG 

TTTGGAAGGCTATTTACCTGGAAAATTGTTTCCCTAATACTAATCCAATGTCAGTGACAAATGATG 

CCGACAATGGTGGTGAAGAATGTATCGAAAAGAACTTGTTTTATCGTGTTGTTAGTGGTATGCATG 

CTTCAATTGCAGTACATTTATCAAGAGAATATTTGAATTCTGAAACTGGTGAATTTTATCCTAATT 

TAAAGGTGTTTATGGAAAGAGTAGGTATGCATAATGACAGATTATCTAATATTTATTTCAATTATG 
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CCTTAGTGTCCCAAGCTATAGTTAAATTGAGTGAAATTTTACCATTGAGAGAGTTCATTCAACTGG 
GGTATGATGACATTACTCCAGCTCAAAAGCAACATTTATTGGCTAATAATGATGTCGAATCAGTCG 
AAGTTTATGATCGTTTGTTGTTAGATGACATTATTCCTAGTTTGGAAGCAAATGTTGTGTTTAATA 
CTTCCAACTTGTTTGATAATAGCAATTTGAGGGATGAATTTAGATCAAGATTTAGAAACATTTCTG 
CCATTATGGATTGTGTTGGTTGTGATAGATGCAGAATGTGGGGGAAAATCCAAACCATTGGTTATG 
GTACCGCTCTCAAGATTTTATTTGAAGATGACAACTATGATAATCACAATTTGAAATTTAGAAGAA 
TTGAAATTGTTGCCTTGATTAATACTTTTGATCGTTTATCTAAATCTATTGAAAGTATTAATATGT 
TTAAAGAAATGTATTTGCAACACCTTAAAGATATTGCTGAAGGATTAACCCAACCTGGTGTTTACG 
ACAAAATACAAAACAACAAACCAGGTAACGGATTTGCCTTCCCATTTGTTAGTCCATTACCTCAGA 
AAAAACCTGACCAAACCAACACCCCCAAAAATCAACAACAAAAACAACCTCAAGAAACTGACAAAA 
AAAGACTTACATTAGAAGAAATTGCCCACACAAAACCTGAAGATCGAACTTTTATTGAAGACTTCA 
GATTATCCTTTGATGAAGTTTGGCAAGCATTAAGATTTGTTTTAACTAGTTATCAAAGATTCCCAG 
CCGTATTGAGTAGATTCACATTGGTTCAATTGAATGAATGGTGGAATAAATTGCTTGGTAAACCAA 
CAGTTTATGATTACCAAAGTTCTTTTGATGTTGATGCCCTACAATACAGTCAAGTCCTTGGATAA 

YML13 0C_„homolog 580aa (SEQ ID NO 418) 

MKIFRLFSLLIVQFIINTTVAVSPVSAVLPKSSFSPFDSPEFCSQIITPTCNTTFTYIDELNKDIR 
PYLSELVKTSYFRYFKVNLDKQCRFWNAQHFCASENCAVEILEDFNWSQVTNESLKPSGLGKISLP 
DKSSIDNSIETEEVQTCEDLDYSEIDDDHHCVYWLVNNPERFTGYGGNQSFDVWKAIYSENCFPN 
TNPMSVTNDADNGGEQCIEKNLFYRWSGMHASIAVHLSREYLNSETGEFYPNLKVFMERVGMHND 
RLSNIYFNYALVSQAIVKLiSEILPLREFIQSGYDDITPAQKQHLLANNDVESVEVYDRLLLDDIIP 
SLEAJSTvA/FNTSNLFDNSNLRDEFRSRFRNISAIMDCVGCDRCRMWGKIQTIGYGTALKILFEDDNY 
DNHNLKFRRIEIVALINTFDRLSKSIESINMFKEMYLQHLKDIAEGLTQPGVYDKIQNNKPGNGFA 
FPFVSPLPQKKPDQTNTPKNQQQKQPQETDKKRLTLEEIAHTKPEDRTFIEDFRLSFDEVWQALRF 
VLTSYQRFPAVLSRFTLVQLNEWWNKLLGKPTVYDYQSSFDVDALQYSQVLG 

YMR022W_homolpg 1004bp public : 1 .. 507 /668 1004 , PathoSeq: 
508 .. 667; CDS: 501.. 1001 (SEQ ID NO 419)c 

TGTGAAAAAAAATTGTGGTGTGGATGTTGTTGTCGTTGTTGCGTTGTCCACAACAAAAAAACAAGT 
AACAATTTCAAAGTTGGGCTTGGAGATCGATTTTTTTTCGCGCGTCTGTGTGGCACGAGACAATTG 
AGTCGACCAGTACGTTTTAATTGAATACGAGAGTCGACGCAATTAGATCAATCCAACATTCCACTT 
ATTCTATATCAATGTAAAGTCATTTTTTGATAATATCGTAATTTACACATTTCGTATATCTCGGCA 
ATAGGGGGGATAAAAAATAGTATTGACTAATTAATATATCTTGTTTATCAAATCAGGAGTATAGAA 
TTCCACCCAACAACTAGATTTTCCGAATGCGAAACGACGAGGACGACACAACAACGACTAAAGAAG 
AAGAAGAAAAAAAATATAAATAAATTGATCACGCACACATTAGAAACACAATATTGGATCACTTTT 
TTCGATAATACTACCACCACACAGCTCATTCACCACTCATGCCCCGAAGTTCTACTGCTCAAAAGC 
GTTTACTAACAGAGTATCAACAATTATCGAGGGACCCACCACCTGGGATAATCGCAGGACCAGTGA 
GTGAAGATAATTTATACAAATGGGAATGTTTATTAGAAGGACCATCCGATACTCGATATGCAAATG 
GAGTATCCCCAGCAGTATTGACTTTCCCTAAAGATTACCCATTATCACCACCTACATTAAAGTTTG 
ATCCACCATTGTTACATCCAAATATTTATGCTGATGGAACCGTTTGTATTTCGATTTTACATGCTC 
CTGGTGAAGATCCAAATCAATATGAACGACCAGAGGAAAGATGGTCACCTGTGCAAAGTATTGAAA 
AGATCTTGTTGAGTGTCATGTCTATGCTTGCAGAACCTAATCCTGAAAGTGGGGCTAATATCGATG 
CTTGTAAATTATGGAGAGATAATCGTGCTGAATATGACCGACAAATTAGACAACATGTCAAGGAGT 
CATTAGGATTATGA 

YMR022W_homolog 167aa (SEQ ID NO 42 0) 

MPRSSTAQKRLLTEYQQLSRDPPPGIIAGPVSEDNLYKWECLLEGPSDTPYANGVSPAVLTFPKDY 
PLSPPTLKFDPPLLHPNIYADGTVCISILHPPGEDPNQYERPEERWSPVQSIEKILLSVMSMLAEP 
NPESGANIDACKLWRDNRAEYDRQIRQHVKESLGL 

YMR118C_homolog 1031bp PathoSeq: 1..1031; CDS: 501.. 1028 (SEQ ID 
NO 421) 

CTACACAAAGCTTCGAGAGTTTTTTTTCGTTGCAGGGGTGGGACAGGTGAGTAACGAATAAAACGT 
CGATTGTCTTTCCTTTATGATTGTTCTTTAACGGAATTGTGTTCCTTAAAACAAAATCAGTTCTGC 
ACGTGATATAATCTCCTATCGCTAGTAGTAAGTTTTAATTTTTTTGATCAAAAGTACACTCATCAG 
TCTATTGTCGTAGATTTCGCATACTTGTGATAATATCTGGTGTGTACACTACTTTTTTGGTTTGTA 
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TTGTAAATTACAATTTTTCTATTGGTTAAAATGATAATTGTTAACAAGTCTTTTTTTTCCCCGGGA 

TTGAATCCGGAAACTACCATTAATTCACTCATTCTACTCACTCACCTTACACCCTCACTCACTCAA 
ACAATTATATCAACCCAAAAAAAAAAAATCTTCACTACACCAATAACAAAGAACCAATAGTTCAAT 
CTAATAAACCATCCTTCCCCCTAGCCTGCCACAACAACATGATTTCTCGTATTGGATTATTGAAAA 
GACCTACCGTGTCCACTTTAAACAACTATGTCAAATTACAATCGACATTAGCCCTTAAAAGATACA 
CATCAACCGTACCAGCAACTTCAAATCAAGAACAAGAAATATTGGTTGCCCAACGTAAAAATAGAC 
CTACATCACCTCATTTACAAATTTATGAACCACAATTAACTTGGATCATGTCATCATTCCATAGAA 
TCACTGGTGTTGCTATGGCCGGTGCCTTTTATGCTTTAACTTGTGGATTTGCTGCTACTTCAATTT 
TAAATATTCCATTTGATACTACTACTTTAGTATCTGCATTCACCACATTACCAACATTTGCTCAAT 
ATGGTATCAAAGCTATTTGTGCTTATCCATTTGTTTATCATATTGGTAATGGGATTAGACATTTGG 
TTTGGGATTTTGGTAAAGAATTAACCATCCCTGGTGTTTATAGAACTGGGTATGCTGTTTTGGCTG 
CTACTGCTGTCATTGGAAGTTATTTAGCTTTCTTATGGTAA 

YMRll8C_homolog 176aa (SEQ ID NO 422) 

MISRIGLLKRPTVSTLNNYVKLQSTLALKRYTSTVPATSNQEQEILVAQRKNRPTSPHLQIYEPQL 
TWIMSSFHRITGVAMAGAFYALTCGFAATSILNIPFDTTTLVSAFTTLPTFAQYGIKAICAYPFVY 
HIGNGIRHLVWDFGKELTIPGVYRTGYAVLAATAVIGSYLAFLW 

.YMR23 0W_homolog 1 17 6bp public: 1..1176; exon 1: 501.. 55.1, intron 
1: 552.. 870, exon 2 : 87 1 . . 11 7 3 ( SEQ ID NO 423) 

AAAAGCAAGAAGAGAAGGACTCGTTGGCCAATTTCTTCGGCAATTTCAAGAAGAAAAGAGTAGCTG 
TTTAGAACTATATATATATGTACTCGCGCTTTAATGTTTATAGCAATAATGAAATGTTTTAATAAT 
TATTTAATCAAACTTGGTTGTAACTTATGATTATGGTAGTGATCTAAGAACACAACTTGCAAAGCA 
ATGGTAGTTTCTTTGATTTTGTGTTTCTATTAGATTCCTGTTTCTATTAGATTCCCGCTTTTTTTT 
TTTTTGCAGACATTAAACCTCAGGGCTATAGGCCTAATGGCAAAACATGCACGTGTATGTTTCTTG 
ATTTTTCTACACTACTAGTAAAAAAATTTTCTTTCCGCTCACTATTCACACATACACTCTTTTTCG 
CACAATTACAGTCTACCAACAGGAAAAGAAAAAAAAAAGGAATCTGGTAATTGAAAAATTGAAGTT 
TGGTTCTTTTAATACTATCAATCAACTAGAGTCACAGCATGTTAATTCCAAAAGAAGACAGAAAGA 
AGATCCACCAATACCTCTTCCAAGGTATGTAAATATGAATTATAAACTGGAACAGAATATGGCATT 
TGAAGGGATGCACGATAAGTCAAGAGTTCATGAAAAAGCACAGATTATAACAGTCGTAAAGAAAAA 
TTTCACTACCAACAACAATAAGAAGATATCAAAGAGATTCAGTAATCACTACTTACAAGAAACATA 
TAACATCATGGAGAGTTTAATTTGAAATACGAATGAATATACAAATGAACTATACCCTTTTTATGG 
CCATATCACGTTTCAAGAAATATTTAAACAAAAATAAAATGAAGAATAAAACTTGGATATACTAAC 
ACATGTATTATAGAGGGTGTCGTTGTTGCTAAGAAAGACTTCAACCAACCAAAGCACGATGAAATT 
GATACTAGAAACTTGTTCGTCATCAAAGCTTTACAATCTTTGACTTCTAAAGGTTACGTCAAGACT 
CAATTCTCATGGCAATACTACTACTACACCTTGACTGATGAAGGTGTTGAATTCTTGAGAACCGAA 
TTGAACATTCCAGAAGGTATCTTGCCATTGACCAGATTGAAGAATGCTCCAGCTGAAAGACCAAGA 
CCATCAAGAGGCGGTCCAAGAAGAGGTGGTTACAGAGGTAGAGCTAGAGACTAA 

YMR2 3 0W_homolog 118aa (SEQ ID NO 424) 

MLIPKEDRKKIHQYLFQEGVWAKKDFNQPKHDEIDTRNLFVIKALQSLTSKGYVKTQFSWQYYYY 
TLTDEGVEFLRTELNI PEGI LPLTRLKNAPAERPRPSRGGPRRGGYRGRARD 

YNL054W_homolog 2840bp public: 1 2197 /2199 2840 , PathoSeq: 2198; 
CDS: 501.. 2197 (SEQ ID NO 425) 

TGTTGGGAGTATTCTGGCACAACAAATACTTACTTTTAGGTTACTAACATTATTTTTCTTCAGCTA 
ACTAATTATCTAGTTTATATCTATATCCATTATTGTTGAAATCACTATCGTGAGGTAAATAACAAC 
TACAGAGTTGTCACAGTATCCAAAAAAAACTTTGTACCTATCAATACATTTTAAGCAATAGGTCAT 
TTATTGCTGTAATCAAGTGTTACCAGTATCTCTAGTTAATGTTGAGTTTATACCTAAAACATGAAC 
TATATCAACTTTAAATGCCCCTAATCACGTGATACAGCACATGGGAATTTGCTGATCTTGCTTCCT 
TGCACGTACACGGCACATGTACACGACTTTTTTTTCTAAATATTTTTTTTTTTGTTGTTGTTGTTA 
TTAAACAATATTATTTTCATATATATAATTGCTTAGTTTACTTGCTTCTTACACCCTTTGCATATT 
TTTTTTTTTTCCTTTTTCTGCCAACTTGATCAAATTCGATGCTACATCCTAATAATTCAGTAGTCG 
ATATGTCTAGCACTGGAAACATGAATGAAAATACAGATGCTCCACCGAAACAGCAGACGAAAAAGA 
AAATATCAAAACAGAATTCAACCAAAACCGATTTTTTTGCTGCACGATTGGCTAGTGCGGTTGACG 
ATATAGAAAGCAGTGATAGTGATGAAACGTTTATATATGAGAATAATGATACTGAACTTGATGATA 
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ATGCTAGTAATATTAACAATAACAACAATAACAGCACCAATAACATTATCAATTTAGATAATGCTA 

GTGTTAACGGAAGTATGATTGCTTCATCCAATGCAATGGTGACTGGTCCTCCCGGAACATCGATAG 
CGTTAGGATCGGGCCTTCGATCGCCATCCATACTAGAGGGGGAACAGCTTCAATATTTTCATGACC 
CAGTGAGGCAACAACAGTTCAAACTTCCTTCTACCAAGGCTCCGTCAATTTCCAACTCCATCAGCA 
GTTCAAATAATATAGATTCAATACTTAAACGACCTGTACATCTACGTGAGGCATCAACGTATTCAG 
TGAATGATAATGACCACCGAAATCTTGTGCTACCAAACTCAACTGAAAGGTTTACTGCTTCACCTT 
CGAACAATATTGGTAATGAAAATATACCTCAATACCAGAAAACTAGTAGTGTTGCCCACTCAATCA 
ATGAAGGATACAATGATGATACATTTTCATATAATGAAGTTGAGGATAATTTAATTGATGAAGATT 
CCACGGACGATGGGGATTTGACAAAAAATACCATTACTAATAACAACAATCCACCAACCACGTCGA 
GCCAACAGCAACCACAACCGCAACCACAGCCGCAACCACAGCAACCACAACTACATACTCTGTCTC 
CTCTAAATCAGATACAAGCAGCGACATCAGCAACACCTTCTGTGTCCACTAAAAACGCGTCTAAAA 
GAAATTACAAAACCTCATCCACTTCCTCAAAATTAAGATCAACTACATCAAAACTTTTCGATAA7VA 
AAGGGTCACAACCAAGAAGATACAGTACCATTCCTGATGATATTGACATTGAAGATTTCGATGATG 
AGCTTATATACTATGACAACACAGCTAGGTTCCCAGCGAACGAATCAACTTCATTACTAAATCAAA 
ACCAAAGAATCCCCCATTATAGATCACTTAATTTGAATTTCCCTCAGGTGAAGCGCCAAAGCAAGC 
GTTATTTGTCAACTGGCCAACCTTTAGAGAGTTCTGATCGTGGCTCTAACAAAGATGGTACTGATA 
ATGGAAACAACAGTGATCACAATATTAATTCTCCTTTGACTGCTAATAATAATAATAATAACGTCA 
ATCACAACGATCATGGTGATAACAAAAAGAGTAATACCAACAACAACAACATTGCTAATAATAGAG 
.CATTTCCATTTCCTTATCAAGATCAACAACATCATTATTACTACGACTACGATGATTTTGACCAAG 
AATCACAAATCAATGGACCCAATTTTGATTTGCCAGACCTCCCTATAAACAGATCAGCTTCACGGA 
ATTTTAACAACAACAATAACCCCAAAAGATTTGGCGACAGTCATTTTTTTCTACCAAGAAAGACAG 
ATCAGTATAGTCAAAGAACAAGCTTTCTAAAGTCATGCATTTATACCTTTGTTTGTATATTAATTG 
TGCTTACCATAGGGTTTGTATTGGGGTTTGTTTTGGCCACAACAAAAGATTTAACTGATGTAGGTA 
TCACATCCATTGAGAACCCCATTGTTAGTAAAGATGAGTTAGTTTTGAATGTTGTTATTGAAGCAT 
TTAATCCAGGGTGGTTTTCCGTTGACATCAATGAAGTAGAGTTGGATTTATTTGCAAGAAGTGGCT 
ATCTACCTGATACAGATAATCTGAAAATATCTAACATGGGAGGGTCACAAAAAGTAGAGACGGTTA 
AATTAGGAACGATTTTGAATTTTGAATCGGTTCTCAATTTCAAAGGTGGGTTTCTCTCTCGAGAAC 
CGACAATTCAAAAGGGAGGAATCCGATTATTATATCCTGGCAAAAATGTTACTGCCGAGGCTAAAT 
TGGTTGTAAATATGGCTGATATTAAAATAGCTGCTTCCAATAGCATTGCTAAAGAAAGCACTACTA 
GTAATGACAGCAACGATAATGACAACTCCAAGAAGTGGGAAATCATATCAAGCAATCCATTTGATT 
TGATTATAACTGGAGTATTGAAGTATGATTTACCATTTTCAAGAACCTCAAGATCAGTCGTGGTTA 
GAAAAACTGGGTATATTGATCCTACCTTATTCGTAATACCACAAGGAGAGAATAATATTTCAATTT 
AG . 

YNL054W_homolog 779aa (SEQ ID NO 426) 

MLHPNNSVVDMSSTGNMNENTDAPPKQQTKKKISKQNSTKTDFFAARLASAVDDIESSD^ 
EISTNDTELDDNASNINNNNNNST^ 

GEQLQYFHDPVRQQQFKLPSTKAPSISNSISSSNNIDSILKRPVHLREASTYSVNDNDHRNbVLPN 

STERFTASPSNNIGNENIPQYQKTSSVAHSINEGYNDDTFSYNEVEDNLIDEDSTDDGDLTKNTIT 

ISrWNNPPTTSSQQQPQPQPQPQPQQPQLHTSSPLNQIQAATSATPSVSTKNASKRWYKTSSTSSKLR 

STTSKLFDKKGSQPRRYSTIPDPIDIEDFDDELIYYDNTARFPANESTSLLNQNQRIPHYRSLNLN 

FPQWRQSKRYLSTGQPLESSDRGSNKDGTDNGNNSDHNINSPLTAlSnSflSn^^^ 

NlMSriAJSnSTRAFPFPYQPQQHHYYYDYDDFPQESQINGPNFDLPDLPINRSASRNFN^ 

SHFFLPRKTDQYSQRTSFLKSCIYTFVCILIVIiTIGFVLGFVLATTKDLTDVGITSIENPIVSKDE 

LVFNWIEAFNPGWFSVDINEVELDLFARSGYLPDTDNSKISNMGGSQKVETVKLGTILNFESVLN 

FKGGFLSREPTIQKGGIRLLYPGKWTAEAKLVVlSnyiAI)IKIAASNSIAKESTTSN^ 

EI I S SNPFDL I ITGVLKYDLPFSRTSRSVWRKTGYI DPTLFVI PQGENNI S i 

YNL07 5W_homolog 13 52bp public : 1 . . 13 6 /138 . . 1352 , PathoSeq: 137; 
CDS: 501.. 1349 (SEQ ID NO 427) 

CCCACAGACCAATAACGTTTTACCAACCAAAACCTCTGATATCAATGATTCGAAAAGATTCATTCA 
ACCCCGGTTAGCTGTTTGAGTATTGGATAGCAACACTTTCAATTAGTGCAACACAATCAAATTACC 
AATACTTGTTTACCTTTCATCTGATTCTAATTGGTTCATAGCAATATAGTCTCTTCTGTTGTTTGA 
TATTAATATAAATAAAACTTATTTATCACGTTGTTTAGTAGTCTCGCAAATTTGAAACCATGGATG 
AGTAAACTTGTTGTGTTAGATGAGCTCAAATATCTGGTGGAACAATTGTGTAGTAGCTCTTTGATA 
AATATCCAAGAACAGTCGTGCAAGTTTCAAAATACCATCGCAAAAATCCTAACAAAAAAAAAAAAT 
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TAATAAAGAAAAGAAATAATTCTATAATAGCTCATCACAACAATTCGTCTACACTTCCCACCTGAT 

TTGTTGGTTTAAATATAATAAGACAAACCTCAGAAGCTATGATAAGAAAACAGGCTAGAGAA?VGAA 
GAGAGTATCTTTATAGAAAGGCTTTACAGCTTCAGGAATCTTCCTTAACAGAAAAAAGACAACAAT 
TGAAAGCAGCTCTAGCAAGTGGAAAATCATTATCAAAGGAGCTTGCCGAAGATGAAAAATTACAAC 
GTGATTTTATTTACGATGAAAGTGAACAAATAGAAATTGATGACGAATACAGTCGGTTGTCGGGAA 
TATCTGATCCAAAAGTTGTTATTACCACATCCCGTGATCCATCTGTCAAGTTGCTACAATTCCTGA 
AAGAAATCAAGTTAATGTTTCCAAATAGCTTGAAGTTGAATCGAGGAAACTATATAATCTCAGATT 
TGGTAAGTACCTGTAATAGAGTGCAAGTTTCCGATATGATTTTATTGCACGAGCATCGTGGTGTCC 
CATCAAGTTTAACTGTAAGCCACTTTCCTCATGGCCCAACTGCGATTTTCACGTTACATAATGTCA 
AACTAAGACACGATTTGCCAAACTTGGGAAACGTCTCAGAGTCCTATCCTCACTTAATATTTGAGA 
ATTTCCAATCCGACTTGGGTAAGCGTGTGGTTAAAATATTGCAACATTTGTTTCCTCCAGGTGTCA 
AGAAAGATAGCTCCAGAGTAATAACATTTGTCAATAACGATGACTACATATCGGTGAGACACCATG 
TTTACGTCAAAACTAAGGATTCAGTGGAGTTGAGTGAGATTGGCCCACGTTTCGAAATGAGATTGT 
ATGAAATCAGACTAGGATTACCTGACAACAAAGATGCTGATGTCGAGTGGCAGATGAGAAGATTCA 
TAAGAACAGCTAATAGAAAGAATTACTTGTAA 

YNL075W_homolog 283aa (SEQ ID NO 428) 

MIRKQARERREYLYRKALQLQESSLTEKRQQDKAALASGKSLSKELAEDEKLQRDFIYDESEQIEI 
iDDEYSRLSGiSDPKWITTSRDPSVKLLQESKEIKLMFPNSLKLNRGNYIISDLVSTCNRVQVSDM 
ILLHEHRGVPSSLTVSHFPHGPTAIFTLHISrVKLRHDLPNLGNVSESYPHLIFENFQSDLGKRWKI 
LQHLFPPGVKKDSSRVITFV]XINDDYISVRHHVYVKTKDSVELSEIGPRFEMRLYEIRLGLPDNKDA 
DVEWQMRRF I RTANRKNYL 

YNL096C„YOR096W_homolog 1061bp public: 1..1061r CDS: 501.. 1058; 
(SEQ ID NO 429) 

TCCTTTTGTTTTTATTTTTGCTGTGTTACTCCAGAAATGTGCATAATAATGATAATAGTAATTTGT 
GACTAATATGAGATGATCGTATGTGGGTGGGTGGGGAGGAAGGGACCCGGAATTCTAGGAACAGGA 
AAAATAAAAACGAATAAACAAAAACCCCCCAATCGGCATGCATCGGAATTCTTTCAGCCCAATTAC 
TTTATTTTTGCCCACTTCTTTTGGATTAGGGCAATAGCCCTAAAGGTCGTGTTTTAGCCCTTTATA 
TGCAGTCTATTTTATTTTTCTCTTTTTTTTTTGGCTGTTGGTAAACTTTTTTTTT.TTTCGCAGGTG 
TTGAAAAAAAAATCATTTTTACAGTTTACATTTCTCTAAGCTGCAAAAAGCTCTCGTTTTTTTGTA 
GTGAGAGTTACTCGTTCACAATAGTATACTTTACAGGGGAGTTCTTTTCTTTTGGAATAGTCAACC 
AACAGCAAATAGCCAAGGATCAAGCTTCATCATTAATCATGTCCTCTAAGATCTTATCAGAAAACC 
CAACTGAATTAGAATTAAAAGTTGCTCAAGCTTTCGTTGATTTGGAATCTCAAGCTGATTTAAAAG 
CTGAATTGAGACCATTACAATTCAAATCTATGAAAGAAATTGATGTTAATGGAGGTAAAAAAGCTT 
TAGCTGTTTTCGTTCCACCACCAAGTTTACAAGCTTACAGAAAAGTTCAAACTAGATTAACTAGAG 
AATTAGAAAAAAAATTCCCAGATAGACATGTTGTCTTTTTAGCTGAAAGAAGAATCTTACCAAAAC 
CAGCTAGAAAAGCTAGAAAACAACAAAAAAGACCAAGATCAAGAACTTTGACTGCTGTTCATGATA 
AAATTTTGGAAGATTTAGTTTTCCCAACTGAAATCATTGGTAAAAGAGTTAGATACTTGGTTGGTG 
GTAACAAAATCCAAAAAGTCTTGTTGGATTCTAAAGATTCAACTGCTGTTGATTACAAATTGGATT 
CTTTCCAACAATTGTACTCAAAATTGACTGGTAAACAAGTTGTTTTTGAAATCCCAGGTGAATCTC 
ATTAG 

YNL096C_YOR096W_homolog 186aa (SEQ ID NO 430) 

MSSKILSENPTELELKVAQAFVDLESQADLKAELRPLQFKSIKEIDVNGGKKALAVFVPPPSLQAY 
RKVQTRLTRELEKKFPDRHWFLAERRILPKPARKARKQQKRPRSRTLTAVHDKILEDLVFPTEII 
GKRWYLVGGNKIQKVLLDSKDSTAVDYKLDSFQQLYSKLTGKQWFEIPGESH 

YNL178W_homolog 1256bp public: 1..1024, PathoSeq: 1025.. 1256; CDS: 
501.. 1253 (SEQ ID NO 431) 

TGTTTTGTTTTTGCAATCAACATAATAGAAGACCAAACAAATAATTTCTATTTTTTTTGACTCTCC 
CGTAGTTTTACACTTCTAGCCTCTCTTGTAAATATACACCTAATTGACAGTACCATTAGGACCCCA 
TCTTATTGTTAAGGATAATACTTCTTCTTCTTCTTCTTCTTTGTTTAATCAAATTTGCAATAAATA 
AAAAAAAAAAAAAAACAAAGCCGCACAAGTTTTCCTAAAATGACTTATTTTGTGTAACGCATTCAC 
GTGATCATAATTTTTTTAAATTCAAAAACTGAACCAAATTCCTGCATATTGAGGTTGAAAAAAAAA 
AGAAAAAGAAAATTTTTTCAATCTTGTTTGAGGAGAGAGAGGTGAAAAATTTTTCTCTCTCTCTTT 
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CTTTCTTTCATTCTCATATACCATAAACTTAAACAACTTCTTTTACTTTTTCCTTTCTTTTCCTTT 
CAAACCTCTACAACAGATCCAATTAATTAACAAAAAAAATGGTTAACGCTATCTTATCTAAGAAAA 
AGAAATTAGTAGCTGACGGTGTCTTCTACGCTGAATTGAACGAATTCTTCACCAGAGAATTAGCTG 
AACAAGGTTATGCTGGTGTTGAAGTTAGAAAAACTCCATCTAAATTGGAAGTTATTGTTAAAGCTT 
CTAACACTCAAGGTGTTTTAGGTGAACAAGGTAGAAGAATCCATGAATTAACTTCATTGATTGTTA 
AAAGATTCAAATTATCTCCAGAAGGTATTGCCATTTATGCTGAAAGAGTTGAAGAAAGAGGTTTAT 
CTGCTGCTGTTCAAGCTGAAGCTTTGAAAGCCAAATTATTGTCTGGTTTACCAATTAGAAGAGCTG 
CTTATGGTGTTTTAAGATTTGCTATGGGTGCCGGTGCTAAAGGTGTTGAAGTTGTTATCTCTGGTA 
AATTAAGAGCTGCTAGAGCTAAATCTCAAAAATATGCTGATGGTTTTATGATTCATTCTGGTCAAC 
CAACTAGAGATTTCATTGATATTGCCATTAGACATGTTTTAATGAGACAAGGTGTTTTGGGTATCA 
AAGTTAAAATTATGAAAGATCCAGCTGCTAATAGATTTGGTCCAAGAGCTTTACCAGATGCTGTTA 
AAATTGCTGAAGCTAAAGATGAAGATGAAGTTATTCCAGCTCCAACTGTTAAATCTTATAAACAAA 
CTGCTGAAGATGAAACTGAAACTGATGCTCCAGTTGAAGCTGAAGCTGAAGTTGAAGCTACTGCTT 
AA 

Y]SrL178W_homolog 251aa (SEQ ID NO 432) 

MVNAILSKKKKLVADGVFYAEIiNEFFTRELAEQGYAGVEVRKTPSKLEVIVKASNTQGVLGEQGRR 
IHELTSLIVKRFKLSPEGIAIYAERVEERGLSAAVQAEALKAKLLSGLPIRRAAYGVLRFAMGAGA 
KGVEWISGKLRAARAKSQKYADGFMIHSGQPTRDFIDIAIRHVLMRQGVLGIKVKIMKDPAANRF 
GPRALPDAVKI AEAKDEDEVI PAPTVKS YKQTAEDETETDAPVEAEAEVEATA 

YNLl82C_homolog 2105bp public: 1..728, PathoSeq: 729. .2105; CDS: 
501.. 2102 (SEQ ID NO 433) 

AAACTTTCTGATTGAATAAAGTGAACTCAAATCACATTCTTCGGCATATATCAAACCATTATTAGT 
TTTATCACGTAAATCTTCAATATACTCAGCCACCCATTGATCATTGGTTCTTCTAGTAAGTAATAT 
TAGTTGTGCTCCTCGTTGTCCCAATTCATATGCTATTTGAGCTCCAATACCACTGGTCCCACCAGT 
AATCATAAACACTTTCCCATGCATGTCTCGCTCCCACGTATTGGTGGCACCATGGAAATAATACTT 
GGCTCCAGCAAGAGTTAATAGAATGGGAAGAACGGTAGGTCCATATTGTTTAATTTGGTCCCAATA 
TGGAATCACCTCTGGCCCATCAAACACAACACTAGTTAAAAAATTCACTGGCATAATTGGTATATC 
AAGAGTGAAGAAAAATGCTGTATTGGAGGTTGGAATTTGTTCACAAATTGGTTGCCTTTTTATTCT 
TCTTGTCCTTTTTTTTTTCAGTGCTAACATAATTTGGGATGTATGTATTGAAAAAAAAAAATTTTG 
TAC7VATTTCTTGTTCTTGTTCTCCCACTCATCTCATCGCTCTCTTATAAATTCACAAACATGGATG 
AAGTAGTATTTTACATAGCTCAAGGTGATCCAGCTGATAAACACAGTCAAGAATCATATGGATATG 
TTACATCAATCCATTCTTCCAAACAATATGCATCTTATCGACAAGCAGACTCGCATATAAACGGTA 
CTGCCATAACTGGTATTGGCCCAGGAGAAAGAATTTTCACTGCTGTTCCTAACAAGGCATTAATCA 
ATGTATATTCATGGGGAAAAGAAAGTGTTGATCAACGTATACCGATACCAGAAGCATTGACTTGTA 
TCACGTTGATAAACCATCCAAATGGCAGTAACAACAACAGCGACAATGATGACAACCAGTTATACA 
AATTACCAAATTACCGAGTTCCTTGGTTGTTAGCAGGTGGATCAAAGAGTGGGAAATTGTACATTT 
GGGAATTAAGTTCAGGCAATTTATTATGTGTCAGAGACGCCCATTATCAGGGGATCACTACCATCA 
AGGGTTCAAGCTGTGGAACATTTTTAATTACTGGAGGAGAGGATGCCAGATGTCTTGTATGGAATT 
TAGCAGAATTAATTAGTATTTATGACAAATCAGACCATCAAGTGAAACCATATTGGCAAATCACTG 
ATAACACATTACCACTCACTGATCTTTGTTTAAATGATACTCATAACATTAATGATCTAAAATTAT 
ATACAACTTCAGAAGACAGCACGGTCAGGATTTATGATATAGTCACAAAGAGTTTGTTAACCACAT 
TTATTTTACCCAGTTCCGCTGAATGTATCACCAAGGATCCAGCTAATAGAGCGTTATATGTCGGGT 
TGAATAACGGTCTTGTAAGATCAATTCCTTTATATTCTATAAATAGCCATACATCAGTGTTGGAAA 
GTATTGGCGGCATGAATAAGATAATCACGGTTGATGCTGATCAAAATTTAAAAGAGACATTTGTTG 
CACATCAACAAAAGACGAAAACAGGAGACGATAAGCCTGTTGTTGTTACGAAATTGACAATTTCTT 
TTGATGGTACAAGTATAATATCTGGTGATTCTGAAGGCAGAGTGTTTGTGTCTGACATTGTAACGA 
AACAAGTTGTGAAATCATTCACACCTTGTAACTCTCCAATAGCTTATATTGCTGTTGAAACTATCC 
CTGATGACTTTGTCAATAACTTAGCTACTAGTACTACCACTAATAAAGCTGACAAGAAACATAGAA 
TGATACCTCAATTTAAACGAGTACTAGCAAGCACCAATTCTGAAGAACATCAGATATTCTTGGACA 
TTCCTGGTAAAACCACCGCAACCACCAACGCAACCGGCAATATTGACTTTGCAACTTGGTTACAAG 
GCAAACAATCTGAAGAATTACAATTCAAAAACCTTTCTGGAATAAACTCTATTGTCAAACAAGTTG 
GCAACGAGAATGTATCGGATCTCGAAGAGAGATTACAAAGAGTTTCTCAAGCATACACTGAATTAA 
GAAACAAACATGAAGAATTAATTAAAGAACATGCCAAATTATTAGATAAATTAGAATAG 
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YNL182C„homolog 534aa (SEQ ID NO 434) 

MYVLKKKNFVQFLVLVLPLISSLSYKFTNMDEWFYIAQGDPADKHSQESYGYVTSIHSSKQYASY 
RQADSHINGTAITGIGPGERIFTAVPNKALIWYSWGKESVDQRIPIPEALTCITLINHPNGSlSnS^ 
SDNDDNQLYKLPNYRVPWLLAGGSKSGKLYIWELSSGNLLCVRDAHYQGITTIKGSSCGTFLITGG 
EDARCLVWNLAELISIYDKSDHQVKPYWQITDNTLPLTDLCLNDTHNINDLKLYTTSEDSTVRIYD 
IWKSLLTTFILPSSAECITKDPANRALYVGLNNGLVRSIPLYSINSHTSVLESIGGMNKIITVDA 
DQNLKETFVAHQQKTKTGDDKPVWTKLTISFDGTSIISGDSEGRVFVSDIVTKQWKSFTPCNSP 
lAYIAVETIPDDFVlSnsrLATSTTTNKADKKHRMIPQFKRVLASTNSEEHQIFLDIPGKTTATTNATG 
NIDFATWLQGKQSEELQFKNLSGINSIVKQVGNEWSDLEERLQRVSQAYTELRNKHEELIKEHAK 
LLDKLE 

YNL19 0W_homolog 896bp public: 1..896; CDS: 501. .893 (SEQ ID NO 
435) 

TTTCTGCAAGTATTGCGTGTGCTGCACAAACTTTTTATATCCGAAAATTTTTGGCCGGGAACGAAA 
CGGCAAGAAAAAACAGAAACAATACCACCAGCACGGACAAAAAGATTATAAGCTTTGTGTAATAAG 
GTTATGTCATCGGGTATTACAGATTGCAGGGCCATCTTGTCTTCATCAGTTATAGCATTTGAATAA 
AAATAAGGCACATATGTGTACAGCGCTGAGTCTACTCAACATGTGTAAATAGAATAAATCAATTGA 
CACAGTCTTTTGAGATGTGTTATTCTGGCCTATAGCGTTTTAGGAAATTGCGGTATTTTCTTGTCT 
GTTTTTCTTTTATCTATTTTCGCACGACTTGGGGTGGTTTGTGTGACTTTTT.TAGCAAATTAATTT 
TGTCGGTCTTCGCAGTAAAAATAAAAAATTCAAAAAAAAAAACAAATTGACTTTTTTTTTTACTTT 
CTTTCTTTTCTATCAACAATACTAATCACAAGCCAACCATGAAATTCACTACTGTTGCCACTGTTT 
TTGCTATTTCCTCATTAGCTGCCGCTAAAGGTGGTGAAAAAGATCACGGTAAAGCTTCTACTGTCA 
CCAAATATGTCACTGAAACTACCCACAGATACGGTCGTTTTGACAAAACCAGTAGATCTAAAAAGC 
CAAAGGAAACTGGTACTCACAGATACGGTAAATTCAACAAGACTCCACGTCCAGTTACCACAACTG 
TCTTGGTCAAAGAAAGCGACCTTCCAAAGAAAAGAGATGCTGTTGTTGCTAGAGATTCTAAAAACG 
CTTCTTCCAACTCTACCACCTCTAGTGGTAACAATGGTGTCGCCACTGGTGTCAGCTTGGGTCTTG 
CTGGTGTCTTAGCTGTTGGTGCTGCTTTGGTCATCTAA ;. 

YNLl9 0W_hoinolog 131aa (SEQ ID NO 43 6) 

MKFTTVATVFAISSLAAAKGGEKDHGKASTVTKYVTETTHRYGRFDKTSRSKKPKETGTHRYGKFN 
KTPRPVTTTVLVKESDLPKKRDAWARDSKNASSNSTTSSGNNGVATGVSIiGLAGVLAVGAALVI 

YNL2 08W_homolog 1076bp PathoSeq : 1 . . 107 6 ; CDS: 501.. 1073 (SEQ ID 
NO 437) 

TTTTTGATCAGGCCTTTTGTTTTTTTTTTTGGGTGGTGCTGTGGTTCGTTGGGTAGTTGGCTCTTG 
TTTCGGTTCTACTTGTTCCTTTTTTTTATTCTCCTCGTTAATCCTAATTTTGTGTAACAAATTAAT 
TATAGGGAGTTGGAAAATTAAAAGCTTGAAAAGAAAGAAAGAAAGAAATACCAACGTGGAATTTCT 
ATTACGTAAGTCACTATAACTTGCATAGAAATTTCAGGTTTTCAATTTAAGAAAGTATTAATCAAC 
TGAATTAAGCAATTGAAACGAATTGAACCAGCTCAGCATTTATTTTTCGTTTTCTTTTTTTTTCAA 
GGGGGTGGGTGAAAGAAAAATCTAAAAATATATAAATACTCCACTTATCTCCTCTCTTCCTCTCTT 
TCTCTCTCTAACTCAATTTCAATTTTTCCCAAACCAAAATTTCCTTTCTTTCTTTCTTTCTTTATT 
TTTTACTCAATTGAATCAATATTAAAACAATAAAAGCCATGTCAGCTAACGATTTTTATTCATCTG 
GTGATCAATCCAATTATGATCCAAAAAGATCCTCGAATCAAGGATCATCATCATCAAATGATGAAC 
AACAAGACAGAGGGTTATTATCTACTGTCGCCGGTGGTGTTGCTGGTGGTTATGGTGGTCACAAAT 
TAGGTGAAAAGGCACAACATGGTACTTTGGGTACTGTATTAGGTGCCATTGGGGGTGCCATTGGTG 
CCAATAAACTAGAAGATGCTTATGAAGACCGTAAAGAACATAAAAAACACGAGCAACAATATGGTG 
GTAGTGGTAAACACGAAGGCGGAAGACATGAAGGTGGTTTTGGTGGTGGTAGACCAGATGATCGTT" 
ATGAAGGCGATAGAAGAAATGATAATTACGGTGGTGGTTACAATGATAGAAGAGATGACGGTTATG 
GTGGTGGTTACGGTGGTGGCAGACCAGACGATAGAAGACACGAAGGTGGTTTCGGCGGTGGCAGAC 
CAGATGACCGTTTTGGTGGCGGTAGACCAGATGACCGTTTTGGAGGTGACAGAAGAGATGATAGAA 
GAGATGACCGTAGATGGTAA 

YNL2 0 8W_homolog 191aa (SEQ ID NO 438) 

MSANDFYSSGDQSNYDPKRSSNQGSSSSNDEQQDRGLLSTVAGGVAGGYGGHKLGEKAQHGTLGTV 
LGAIGGAIGANKLEDAYEDRKEHKKHEQQYGGSGKHEGGRHEGGFGGGRPDDRYEGDRRNDNYGGG 
YNDRRDDGYGGGYGGGRPDDRRHEGGFGGGRPDDRFGGGRPDDRFGGDRRDDRRDDRRW 
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YOL031C_homolog 17 4 5bp public: 1.-1342, PathoSeq: 1343.. 1745; CDS: 
501.. 1742 (SEQ ID NO 439) 

TTGGTATTGAAGACACCGAAGACTTGTTGAAAGATATTGAACAAGCTTTACAAAAGGCTGCTTCTG 
TTTGAGGGGATGTT.CATTAGCAATGTATATAATTATTGTATATTATGACAAAGAAAGAAAAAAGAA 
AACCAGAAAAGTGGTTTATACAGGAATATTTTAATAGAAATATCGCTTATATTGTGATAAAAAATT 
TGAAAGACAATCCGAATGTAGTGCTTGTCTTATTCTGCTTGGGAATACTGTAGTATTAGCATC_AAT 
TGAGGAAATTCCAGATAGCTAACGGTTTTGCGATTACGAATTTCGCAACCAAATAAATATGTGACA 
AGGAATACACTACTGATCAAGGTTATTCTTAGTACAATGGAAAAAAAAAAAAAGAAGCAAACAAAA 
AAACGAGAAATTAATGAACACGACTTCACTTCTACAACCTACTGGGAAAAAAAAGGCAGAGAGTTA 
TTGAAAAAGGATCATATCAAGTTCTTATTGTATATTATATGAAGTTTTCTGTTTTAGTATTACTTG 
CCAGTTACTTAGTTGGTGTGAATTCTCTGATTGTTGATACTTCAGAGGAATTAATTTGTCCAGATC 
CAGAAAACCCTTTAGATTGTTATCCAAAATTGTTTGTTCCAACAAACGAGTGGCA/^CCATTAAAC 
CAGGTCAAGATATACCACCTGGGTTACACGTTAGATTAAATATAGATACGTTGGAAAAAGAGGCCA 
AGCTAATGAGTGCTGACGAAAAAGACGAGCCAGTTCAAGAAGTAGTTGTTGGTGGCGAATTGCAGG 
ATCATTCGAGGGAAGCCATCACTGAGAATCTACAAAAGTTGCATGAGCTGAAACATCCTGAAGTAA 
AACAGGAGCACGCTCATCGTACAAAGGTTAGGCAGGGAGATTTGAGTAATTTTGACGCAGCTTGTC 
TGGAAATTGAGAGTTTCAAGCCACATGAGAGTGATGTGGAAAGGTTGCATTTGGCACTAGATACTT 
TAGAGGAATTAAGTGATGATATCGAATTTGGGGTGAAATTGACCTCAGACAAAGCCATATTTCAGA 
GTTTTGTCAACATTGCCAATGGTGCTTCTGATCCAAAAATAACCGAAAAGGTATATCGTGTAATGG 
GGTCTAGTTTGAGAAATAATCCTGAAGCGATTAGTAATATCTTGACCAACTTCGACAAGAGCTATG 
TGGATAATTTGTTTGAGCAATTAGCGAATGAAAATGATGTTCTACAAAAGAGGATTTTGGGTATAA 
TTCAAGCTTTAGTCCAAAATAGCCATTTTGCAAGACAATATTTTTCATTTGACCACAGTTCCGGGT 
TAAATGATTTAATAGCGATTTTTCCCAAACTTGGTCCAAACTCAAAGTCCAGGGCAAGTAACATTT 
TAGAGGATTTACAATTGTTCCCAGTAACAAACGATAGAAGATCACTTGAAGATCAAGATCCTGAAT 
CACAGGTTTCAAAATTTATTCAGAATTCCTTTGTTGGAAATAAACTTGACGAGAAGAATTTCAAGT 
CTTATTTTGATCAACTAGTAAATTTGCATCAGCTGAATAAGAGTTTGCGACCAAGTGGTGACTTTC 
TCAATTGGTTAGCTGAAGAAGTGGAGTCGCGTAAAGAGAATAAAAAAAGAGACGATTATTCACAAG 
AAGACAAAGACTTTGATGAGTACATGTTGCGAGCACGTCATGAAGTATTTGGCAATCCAATGGGAT 
TAAGAAAGGCAATTGCCGACGAGTTGTAG 

YOL031C_homolog 414aa (SEQ ID NO 440) 

MKFSVLVLLASYLVGVNSSIVDTSEELICPDPENPLDCYPKLFVPTNEWQTIKPGQDIPPGLHVRL 
NIDTLEKEAKLMSADEKDEPVQEWVGGELQDHSREAITENLQKLHESKHPEVKQEHAHRTKVSQG 
DLSNFDAACSEIESFKPHESDVERLHLALDTLEELSHDIEFGVKLTSDKAIFQSFVNIANGASDPK 
ITEKVYRVMGSSLRNNPEAISNILTNFDKSYVDNLFEQLANENDVLQKRILGIIQALVQNSHFARQ 
YFSFDHSSGLNDLIAIFPKLGPNSKSRASNILEDLQLFPVTNDRRSLEDQPPESQVSKFIQNSFVG 
NKLDEKNFKSYFDQLVNLHQSNKSLRPSGDFLNWLAEEVESRKENKKRDDYSQEDKDFDEYMLRAR 
HEVFGNPMGLRKAIADEL 

YOL048C_homolog 1244bp PathoSeq: 1 . . 2 7 / 985 . . 993 , public: 
28 984/994 . .1244; CDS: 501.. 1241 (SEQ ID NO 441) 

ATGATTTTTTCCTTGATTTTAGAGCTGTTAATTATACCTTTTTTGTTCCCAAATAAGCGCTAAAAA 
TGATTGAAATTAAAAATACTAACTATTCCAGGTCAAAGTAAACACTATAAAACAATATATTTCAAT 
AACAGGAGCAGTAATTAGCTTCAACATCAAGGTACTCTTTTATTTTTCTACCAAAAACACATCTGA 
AGTAGCTCTTATCCATAGATCCAAATATTTTAACCTTTTTTTTTTCCTACTCTCATCTACTTTTTT 
TTGCAACACTTACTGCTCACAACGCCAATGACCATACCATTAATTTCAATAATCAAATCAAGAGCT 
TATTTGTATCCTCTCAAGGTATGTTAATGTATTAACAACACCGATTCTATTTCACCAACTAACACG 
ACAGAAAGGGGTTGTACTATTTTGTAACACATCCCACCGTTTGGCCCTTTTACATAACCATATTGA 
TACCTCAATTGGTCCTTACACTAGTCATTTACCTGATTATGTTTTCATTGTTCTTCCCACCTCAAG 
CTATTGTATATACATTGTTAATGGGACCATTAGGGGTGATTGGTGCGTGGTATAGTTTGATCCTGC 
AAGCGAGCACATTGTCTATATTTGTTGTCACAATATCCTTAATGCCTCACATACAACGAGTGGCAT 
ATGATGCAATATTGAGTAGAGAGTGTGCAAATGATGTGGTACTAATGGGAAAACTTAGGAGGTATA 
GAAAACTACCCATTAGAGTAAGGGCCAGAGAATACCTTAAGGCCATTCCAGATTTTTCGATCTTTC 
CCTTCTCTTTGCTCAAGCTACTTGTGTTTTTCGGTATTTACTTCATACCCTTTGTAGGTCCAATCA 
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TTGTATTGTTTTTCCAATCTTCCAAGCGTGGACTAAAGGCACATGCAAGATACTTTAAGTTGAAAG 

GGTTTCTGCGTAGTGACATAAGAACAATCCACAAGCTAAACAGACCAGCATATATGGGGTACGGAG 
TGGTTGCGCTTTGGCTCGAGCTGTTTCCATTTATCAATATGTTTTTTATGTTCACCAATACTTTGG 
GAGCTGCTTTGTGGGCAGTTGATATTGAACAACAAGAGAAGGCCGTCACAGAGAATGTGGCCGCAG 
CTACTACCACCGCCACAGATACGAATAGCGTCAATCAACAAGGTCTAGTTATACCCGTACACAATG 
AACCAGCAACTAATATACCTGAGGCTACCCCAAAAACTGCTACAAATACCATCTAA 

YOL048C_homolog 247aa (SEQ ID NO 442) 

MFSLFFPPQAIVYTLLMGPLGVIGAWYSLISQASTLSIFWTISLMPHIQRVAYDAILSRECANDV 
VLMGKLRRYRKLPIRVRAREYLKAIPDFSIFPFSLLKLLVFFGIYFIPFVGPIIVLFFQSSKRGLK 
AHARYFKLKGFSRSDIRTIHKLNRPAYMGYGWALWLESFPFINMFFMFTNTLGAALWAVDIEQQE 
KAVTENVAAATTTATDTNSVNQQGLVIPVHNEPATNIPEATPKTATNTI 

YOR02 7W„hoinolog 2270bp PathoSeq: 1 947 /1781 1828 , public: 
948 1780/1829 . .2270; CDS: 501.. 2267 (SEQ ID NO 443) 

GCATTTTACTTATTTAGATATTACTTCATATTGCTTTTATTTAGATTGATTTTGTTTAACAGTGAA 
AGTTTTTATTTTTTTTTTGTTTAAAGTTTTTATTTTTTTTTTGTTTAAAGTTTTTGTATTATACAA 
TATTTAAAtTATAGTAATCATCCTATAAATTTCAAAGTCAAAAGACAGATCTTAAGGTCTAATTAA 
TAACTCTCTATGGCCTTCTGTGTCAAATTGTTGTCGTTTGATAACAAGT.T.TGGAACGGTAATGGTT 
GAAATTAGAAAAGAAAAAAATTACACATGGTAGCAGCTGATGTATAGAACTTTCTAGCAAAAAAAA 
AAAGAAAGAATTTTTTTTTCTTCCATTTTTCAAATTTGAGAGATCGAAATAATTTTCTTGAATTTA 
TTAAAAGGGAACCCCTTCCCGAAAAATCCAAAACCAAAACTTCCACCCAAATATCAAATAACTAAC 
TTATCATTGCAACAGATAATATTCCCACTTCAATAACAATGACAACAGCTGACGAATACAAAGCAG 
AAGGTAACAAATATTTTGCTGCTAAAGATTTTGAAAAGGCGATTGAAGCATTCACTAAAGCAATTG 
AAGCATCACCTGAACCAAACCATGTTCTTTATTCAAATCGTTCTGGATCTTATGCCTCTTTAAAAG 
ATTTTAACAACGCATTAAAAGATGCTCAAGAATGTGTCAAGATCAATCCTAGTTGGGCCAAAGGGT 
ATAATAGAATTGCTGGGGCTGAATTTGGTTTAGGTAATTTTGATCAAGCCAAATCCAATTATGAAA 
AATGTTTGGAGTTGGATCCAAATAATGCCATGGCTAAAGAAGGTTTAAAATCAGTTGAATCTGCTT 
TATCATCTGGTGGTGGTGATGACAAGGATTTAGGATTTGGTAAAATTTTAAATGATCCTAATCTTT 
ATACTAAATTGAAAAATAATCCTAAAACAAGTGAATTTATGAATGATCCTCAATTTGTTGCTAAAC 
TTGAACGTCTTAAAACTAATCCACAATTGGGTAATCCTGATATGTTTAGTGATCCAAGATTATTGA 
CGGCTTTTGCTGCTTTAATGGGTATTGACATGGATTTACCAAATATGGGATTCACTGCTCCAAACG 
AATCACAATCCAATGCATCAGAACCAAAACTGGAACCAAAATCAGTACCAGAATCTAAACCAGAAC 
CAAAAGCAGAACAAAAGGAAGAAGAATCAACCTCAGCCAAAGATGAAGACACTCCAATGACTGATG 
CCCAAGACGACACTAATGATAATGATGCCAAAACCCAAGCTGACAATGCTAAAGCTGAAGGTAATG 
CCTTATACAAGAAACGTCAATTTGATGAAGCAATTGCCGGCTATAATAAGGCTTGGGAATTACATA 
AGGATATCACTTATTTAAACAATCGTGCTGCTGCCGAATATGAAAAAGGTGATTATGATGCTGCTA 
TTGCTACATGTGAAAAGGCCATTGATGAAGGTAGAGACATGAGAGCTGATTATAAATTGATTGCTA 
AATCATTTGCTAGATTAGGTAATATTTATTTGAAAAAAGATGAATTACCCGAAGCAGTGAAAAATT 
TTGAAAAATCTTTAACTGAACATCGTACCCCTGATGTTTTAAATAAATTAAGATCAACTCAACGTG 
AAATTAAAACTAGAGAATTAAATGCTTATATAGATCCAGAAAAGGCTGAAGAAGCAAGATTACAAG 
GTAAAGAATATTTCACCAAAGGAGATTGGCCAAATGCCGTTAAGGCTTATACTGAAATGATTAAAA 
GAGCACCAGAAGATGCTAGAGGATATTCTAATCGTGCTGCTGCATTGGCAAAATTGTTATCATTTC 
CTGATGCTATACAAGATTGTAATAAAGCCATTGAAAAAGATCCAAATTTCATTAGAGCTTATATTA 
GAAAAGCTAATGCTCAATTGGCAATGAAAGAATATAGTCATGTCATGGATACTTTAACCGAGGCAA 
GAACTAAAGATGTTGAATTGGGTGGTAAATCAATTCATGAAATTGATGAATTAATGAATAAAGCTA 
CTTATCAAAGATTTCAAGCCATTGAAGGTGAAACTCCTGAACAAACTATGGAAAGAGTTTCTAAAG 
ATCCAGAAATTGTTCAAATTTTACAAGATCCAGTAATGCAAGGAATTTTAGCTCAAGCTAGAGAAA 
ATCCTGCTGCTTTACAAGATCATATGAAAAATCCTGAAGTTTATAAAAAAATTAATATGTTGATTG 
CTGCTGGTGTTATTCGTACCAGATAA 

YOR02 7W_homolog 589aa (SEQ ID NO 444) 

MTTADEYKAEGNKYFAAKDFEKAIEAFTKAIEASPEPNHVLYSNRSGSYASLKDFNNALKDAQECV 
KINPSWAKGYNRIAGAEFGLGNFDQAKSNYEKCLELDPNNAMAKEGLKSVESALSSGGGDDKDLGF 
GKILNDPNLYTKLKNNPKTSEFMNDPQFVAKLERLKTNPQLGNPDMFSDPRLLTAFAALMGIDMDL 
PNMGFTAPNESQSNASEPKSEPKSVPESKPEPKAEQKEEESTSAKDEDTPMTDAQDDTNDNDAKTQ 
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ADNAKAEGNALYKKRQFDEAIAAYNKAWELHKDITYLNNRAAAEYEKGDYDAAIATCEKAIDEGRD 
MRADYKLIAKSFARLGNIYLKKDELPEAVKNFEKSLTEHRTPDVLNKLRSTQREIKTRELNAYIDP 
EKAEEARLQGKEYFTKGDWPNAVKAYTEMIKRAPEDARGYSNRAAALAKLLSFPDAIQDCNKAIEK 
DPNFIRAYIRKANAQLAMKEYSHVMDTLTEARTKDVELGGKSIHEIDELMNKATYQRFQAIEGETP 
EQTMERVSKDPEIVQILQDPVMQGILAQARENPAALQDHMKNPEVYKKINMLIAAGVIRTR 

YOR312C_hoinolog 1019bp public: 1..1019; CDS: 501.. 1016 (SEQ ID NO 
445) 

CCACTAACAAACTTTTTTTTGACTATACACCACTGAAAAAAAAAAAAAAATTTTTGTAAAAAATCT 
TAAGAATTTCAGTTTAGAAGGTATTCAACAACAACCGAAGAGTATGTTCAACATCGTTATAATAGA 
ATAGAATAAGAGCATGACAACAAAGGGATACAAGCTTGAAAAAAGAAAAAGGGTGGGATATCTTAA 
AATTATTAAAGAGTTTTTTTTATAACATGTCATTGAGATTGAGATTGGGAATACTGAATTCGATTT 
TAAAGTCATTGGATGGGAGAGTTAATTATTCGTTTTATTATTAGGATTACCAATGAATAGTAATGA 
AGTGATGGAGAGATAGAATGAAAGTATTCAGAAGAGCATCAAGTCCCTTATAAGTTTGTGAGACAT 
AATATGTCTACCCCCTTGTCAACTTGTCATAAATTTTATTGCTCGTCCTTTAAAAGAAATGAATAA 
AAAGATTTACTAACTTAATTTCAATTATTTATAGAAAGATGTCTAGATTAAACGAATATCAAGTTA 
TTGGTCGTAATTTACCAACTGAATCCGTTCCAGAACCAAAGTTGTTGAGAATGAGAATTTTTGCTC 
CAAACACCGTTGTTGCCAAATCAAGATATTGGTATTTCTTGCAAAAATTGCATAAAGTTAAAAAAG 
CTTCTGGTGAAATTGTATCTGTCAACATTATTTCTGAAGCTAAACCTUVCTAAAGTTAAAACTTTT^ 
GTATTTGGTTAAGATATGAATCCAGATCTGGTATTCATAACATGTACAAAGAATACAGAGATGTTA 
CTAGAGTTGGTGCTGTTGAAACCATGTACCAAGATTTAGCTGCTAGACACAGAGCTAGATTTAGAA 
GTATCCATATTTTGAAAGTTGTTGAATTAGAAAAAACTGATGATGTTAAAAGACAATACGTTAAAC 
AATTTTTGACTAAAGATTTGAAATTCCCATTACCACACAGAGTCCAAAAATCTAAGAAATTGTTCC 
AAGCTACTGCTCCAACCACTTTCTACTAA 

YOR312C_hoinolog 172aa (SEQ ID NO 446) . 

MSRLNEYQVIGRNLPTESVPEPKLFRMRIFAPNTWAKSRYWYFLQKLHKVKKASGEIVSVNIISE 
AKPTKVKTFGIWLRYESRSGIHNMYKEYRDVTRVGAVETMYQDLAARHRARFRSIHILKWELEKT 
DDVKRQYVKQFLTKDLKFPLPHRVQKSKKLFQATAPTTFY' 

YOR3 69C_homolog 932bp PathoSeq: 1..228, public : 229 932 ; CDS: 
501.. 929 (SEQ ID NO 447) 

TGTTTACTTTTTCTGTAGTTTTAAAGTTTCGTAATTTAACTTCCAAAAGTTTCATTAACAACAATA 

TTAACATACCTTTGTCACAAGCAATTATATTGAAGTTTTTTGATACAAGTGTGTTGTTTTTTTGTG 

TACATGTGAGATATATAATTGTGTATATACAGTCACGTGAATAGAGCAGAAAAATTACGAAGTAGA 

AATATTGGTAGCGCGTTAGGGCTATAGCCCTATTTAGTTTGTGCACCACACGACTTACAATTTTTT 

TTTTTTTCTTTCTTAGAATCCTTGAGGCACTGACACTGTACTCTCTCTCTCTCTCTCTCTCTCTCG 

TAGGTAGTGAAAAATTTCCACTAGTCTTCCCATAACCCACCTAGGTTCTTTCTTTTGGAAACCACT 

GAGCAGTAAATCAATTTACTTGACGAAGAAGTCTATACATAAATATAAACTTGTCCCCTCCCCCCC 

CTTTTTTTTTAACTAACTAAGAAGAAAAAATTAAAAAAATGTCTGACGTTGAACAAGAACAAATTG 

TTGAAGAAGTTGTTGTTGAAGAACAATCCGGTGCCATCACCATTGAAGATGCTTTAAAAGTTGTTT 

TAAGAACTTCTTTAGTCCATGATGGTTTAGCTAGAGGTTTAAGAGAAGCTTCTAAAGCTTTATCTA 

AAAGAGAAGCTCAATTATGTGTTTTGTGTGACTCTGTTACTGAAGAATCAATCATCAAATTGGTTG 

AAGCTTTATGTAATGAACCAGAAGAAAAAATCCCATTGATTAAAGTTTCCGATGCTAAATTATTGG 

GTGAATGGGCTGGTTTATGTCAATTAGATAGAGATGGTAATGCTAGAAAAGTTGTTGGTGCCTCTT 

GTGTTGTTGTCAAAAACTGGGGTGCTGATTCTGATGAAAGAAACATCTTGTTGGAACACTTTTCTC 
AACAATAA 

YOR3 69C_homolog 143aa (SEQ ID NO 448) 

MSDVEQEQIVEEWVEEQSGAITIEDALKWLRTSLVHDGLARGLREASKALSKREAQLCVLCDSV 
TEESIIKLVEALCNEPEEKIPLIKVSDAKLLGEWAGLCQLDRDGNARKWGASCVVVKNWGADSDE 
RNILIiEHFSQQ 

YPL047W_homolog BBlbp public: 1..811, PathoSeq: 812.. 881; CDS: 
501.. 878 (SEQ ID NO 449) 
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AAAATTTCCAATCTTGAATTTCATCTTCAACGTCATAAACTTGTTCTGTTTGAAATTTATCGTCCT 
CATTATCGTTGTCATTTTCATTGTCATTGTCAATATTACGGTTACGATTTTGTTTTCCCTTTGAAG 
TCTTTGACTCTAGCTGTTCATCTGTCATTACCCTTGGCTTGGTTTGTCTTACTGTTGAGCGATGAG 

ACAAACTTTTTGATTGATTGCAACTGAACAAAAAAAAATACGACAGACACACACACACACACACAC 
ACACAATTTTCAGCTCCTTCCAAGTCGTGTTTTTTTGGAAGAAAAAAAAAACAACTTGGCCCTAAA 
AACTCTATGCTCTT^CCGACAACATTAGATTACTTTGATAACTCACAACCTTTAATTAACACTATC 
TACAAAATATGACAAGTACACCAATAACGTACAAGACACTAGTATGAAAGGCAAGCACAAACTTGC 
AAACAAAAAACCCCTAACTTTTATTATAGTTTTGTTTGATGTTATTTTGTTTTATACTAACTAAAA 
TCTGTTTTTTTTTTTTTTCAAAGGCCGATTCTATATTTAATGATCTAATCAACAATATCATTAAAC 
AACATACATTAACCAGTTTAACCAATATTAAAGATCATTCCTCATTATTAAATTCATCTAATAGCA 
ATACTAATAGCAATACCAACGGTACAATTGCCAGTAATGGTGGAAATGGGACTACAAGTGATGAAA 
ATAATGAAATTGAAAATTCAACAATTCAAGATAAATCAAAATTAAAACAATTAGAAACTTCAAGGT 
ATTTCCGATGTCTTAATTGTGGTAGAAATATTGCCGGTGGAAGATTTGCATCTCATATAAGTAAGT 
GTTTAGAACGGAAACGGAAATGA 

YPL047W_homolog 126aa (SEQ ID NO 450) 

MLFCFILTKICFFFFSKADSIFNPLINNIIKQHTLTSLTNIKDHSSLLNSSNSNTNSNTNGTIASN 
GGNGTTSDENNEIENSTIQDKSKLKQLETSRYFRCLNCGRNIAGGRFASHISKCLERKRK 

YPL13 7C„homolog 5344bp public: 1..3342, PathoSeq: 3343 .. 5344 ; CDS : 
1250.. 5341 (SEQ ID NO 451) ' ■ 

CTCTAGAAGTAGGACATCGTATAGTGTATAAACACTCAATAAGTAATGAAGAAACACGTTTTGTTG 
TGCAATGTTAGCTGGCGAGCTCAATATTGGGTCTCTCCGCCGTCTGTCTGCCTTGCATTCTACTTT 
TTTTCTCCTTATGGAAAACATTAGTACTAGTAGTGGTGGTAGTAGTTGCTGTTGTTTGCACTTTGC 
ACGTAGTTGTTTTCCCCTCATTCTTTCATCTGATTATTCTGTCTTTGTTAACTGCATACAAAGGGA 
GGGGAAGAAGAAACAACAAAAGGGGAATTTGAATATACGTCAATCTTTTAATCCTACTACCACGGG 
GGGGGGGGGGGTCATACTTCTTGGTGTAAATAATGTATGGAGATTGAGGTTATTAGACTTTTAGAA 
AGAGGTCTTGGTTGAGTAAGGCGGGATAGCACAAATAATGGGTGTCTAATTGGTCAGAGAATAATA 
TGCTTTGGGGAACAATAGAAAGATGTAGCGAGAGAAATAGAATTNCAAGGGTAAGGATGATTAACT 
TTTTTTTTTTTTAATGCTTGGAGTACTTTGTTGTTGGAAAGAGTATTGCAGAAGTAATAGTTTAAT 
AAAAGAAAAGTATATAACTTTAGTAATCGGAGAACAATTGAAATCAATATTTTGAAAATATAGTTT 
TATAGAGTAACCTGGGTCGAGGTGAACCCGAATTCAATATTGGTTTTCGGTTGTTATATGCTACAT 
AACCATCCTCATCTTGAATGAAACAAGGATAATAGAAATGAGTATATTAAACAAACAACATTATGT 
TGTTACTGTTGTATTCTGTTTTTTGGTCATTGCCATGGTAATTTCATATTTAGTAACAATTTAGTG 
TTCATCGTAAGTCTCTCCTTCTCTGGGAGATGTTCTCTCTCTCTTTCTCTCTCTTGTTGTTGTTGT 
TGTTAATTGTTAATTGTTGATTATTGATTGTTCCCCAATTAAAATTCCGATAAACTTGAACAATAA 
ATTGTCATCATAAATTTTTTTTTAGAAAATCACTCCATAAATTAAATTTATTTATATATTAAATTT 
TAAATCGGAACTTCCGTCAATTGGATTCGGTTTTTTTTTTTTTTATTTGTTCATTTATTTCTTGAT 
TTTATTTTCTTTTTGCTTCCTACTTCTCTTTTATTTTCTTAGTTTCATAATTTTTGACAGATAATA 
CTTGAAACTGGTTAATTTTAAATCAACTTCGTGATTTTTTTCCGGAAATCTAATAATATCAATGAC 
CAGTAATCTGCCACCACTTGGTTCTACAACTAACGATCAGAGACTACCCCAAAGCGGAGTTTCATC 
CATACCCACAAATAAATTGCCTTTACCTAATGCCAATGAAGATTTTGCCACGGGTGTGTCGAATGG 
AGATGTTGACTGGCTATTTCGAGGTAAATCAAAGAAATTGGGGAAAAAGATGGCTAACAACAATGC 
CAATAAGGATGAACGAAAGAATAGTCATGGTAACATCAAAAACTCGGAAAAAACTACCGCAAAACC 
CAATGAAACTAAACATGAGTCTAATGGTGAGAAGTTAGAATTCAATGTTCCAAAATCTGTAATGCC 
AACAAAGCATACATCGTCTGGGAACCCAAAAGCACCTACCAATGGACAAATCTCAAATGTAACACC 
AAGTCAACCAAGTCCGAAACAGACCACTTCTGGGTCAACAAATGCAAATGATATACCTCCAATTTC 
TCCTAAACAACCAGAAAAGGCATCAAAGTTGAATAAACTAAAAATTGGGCGTTCAAGATCGTCTTC 
TGCATCAACAGTCGTACCTTCATCTACAACAGCTTCAACTACTACTAATCCTGGAGATCCTAAAAG 
TCAACCAAAAAGACGGAGCAGTAGTTTTAACTTTGTTACTCCTTCCTTGACGAGTGATTTGGCATA 
TGACGATCCTGCATTGGTATCTCAATTATCAAACAATTCAAATTCTCTGAACTCATCCTCGCCTAA 
TGTTTCTCGTTCAAATAGCAAAAAAGGTGGGTTATTCAGTTCACTTTCATCAAAATTTAGATCAAG 
CTCGGCTTCATCTAAACAACCACAACTGCATTCATCGTCTACACCATCAACCACAACGACAAATGG 
TGGCGGTAACTCGTCCGCTGCTCCAAAATCATCCCATCACTCCCCCAAATTTAATCCTTCACTTGT 
TGGTCCAGTATCAAAGCACAATCGAGAAGCTGAAGATTTGGTGTCTCTTACCAATACTTTGCCTGC 
TGGGAGTGGAATACCAATTAAACGTAAACCATCAATATCGGGAAATTCAATTTTCAAAGATTCATT 
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TCTCGATGATGCAAGTTCTTCACCGTCATCTTCATTAAACTCTGATGGGGGGCTTAAGTTTTTCAG 
GAGACGTTCCTCTGTGGCATCTACACCATCAACACACGCGTCAACACCTCGAGTGATTTTGAACAA 
AAACCCCAATAGGAGAAAAGTACCCATTGAAGAAATATCTGAAGTTCGATTGCGTCGGGTTACCTT 
TTCTGTTGATAAACTCGAGCACGATCCGCAACAGCAGATTCCTTCAAGAAGACCTAAACGAGGTAA 
TGTTTTAATTCCACAGGACATCAATGCACCACCTCCAAGACTATGTCTTGGGATTTCAGTTAATGA 
ACCAAATAATAAAGATGACGGTAAATCACACAACCATTCCAAATATAGTGATCATGAAATTGCATT 
AGCTGAAGATGCTCAACGCCGAGCAATTATTGAAGCAGAAAAACATGCTCAAGAAGCTCATCGACA 
AGCCAAAAAGATTGCTCAAGAAGTTTCTGGGTATAGATCACATAGATTCATATCCATTAAAGAAGG 
TGGTAGTGTTGGTAATTCTAACACCAACGGCAACGACAATGACGAAGATGATGATGAGGTTGAAGA 
AGCAGTTGATAAGAAATTGGCAAATGATGTTTCTGTGGATGGACCGTTGCATGTCCACGAACAACA 
TTTCGAAGAAGAAATTGAAAGCAAAACAGGTGAAAAGACCATTTCATTGGAAACAATCTATACAAG 
ATGTTGTCATTTACGAGAAATTTTACCAATCCCAGCAACATTGAAACAATTGAAAAATAAGACAGC 
ACCGTTGGAAGTGTTAAAGATGCTCAACCCAAAACCAACTTTAATTGATGTGTTATCTTTTTCAGA 
TTTTATTGCCATTACACCTATTAACACGGTCATTTTTGATAACGTGACTATGACAACAGAGATGTT 
GAAAAACTTTCTTGGATCGTTGACATATAATAAACAATTGGAAAAGTTATCGTTGAGAAATGTTTC 
CATTGATGAGTTGGGATGGAAGTATTTGTGTGAATTTTTGGCAACAAATAAAACAGTTAAGAAATT 
GGATATATCACAACAACGTATCAAGCCAGATACCCCAGACACAAGCATTCGTGGTAATATGAACTG 
GGACTTATTTATTCGATCATTAATTTTGCGTGGTGGAATAGAAGAATTGGTTATCAATGGATGTAA 
ACTATCCGATGCAATATTTGAAAAGTTCATCAATCAAGCGGTTAAGAAGTCAACCTATCGATTAGG 
TATTGCTGGTATTGATTTGAATGTTAAAAAATGAGAAATGGTCACATCGTGGTTAACTGATGGTAA 
TTCTCAATGTGTTGGTGTTGATATTGCTTTTAATGATTTGAGCAAGGGACAATTACGTCCATTCAT 
TAATGCGTTTAACACTGGCAAAGTCAACAATTTAGTGTTTTTTTCATTGAATTCAACCAATTTACT 
GAACATTGAAGAAACTTCTGACTTGATCAAGTCATTAATTAATGTTAAAACATTACGATTTTTAGA 
TTTAAGTTCCATACCTAATATCTTCCCGAAAATAATTACCCATTTGGACAAATACTTGCCCAGATA 
TCCTAATCTTCGAAGAATACATTTTGATCTTAATGAATTAACCGCACAAGCTATTGGGTCATTGGC 
GGGGTGTTTACTGAAAATGCCCCAATTAGTTCATGTCTCGTTATTGGGTAATAGAAATTTGTCAAC 
TACGTCAGCAGCTACATTATACGGAGCAGTTAAACAATCCAAGACCTTGTTTGCTCTTGATTTGGA 
CTACGATTTAATACCTGATCAATTATCACAACGTATTGCCTTTTATTTGATGAGAAACTTGGAATA 
CACTTTGAAGCCATCTCATGGCGGCAATATTGAAAGCAATCCAGAAAAACCAGAGGATTTGATGTA 
TGATGGATCGTTATTAATGGAAACAGCTGAAAAATTATTAGTTGAAATAGAAAAGGGTAAGAAAGA 
GGATATCAAAATGCAAAGAATTATATCCGATTGAGTATTGGAAAGAACAAGATCGATTCGTAAGGA 
TATTCACAAAACCATTGATACATTATTCGAACAAAGAAATTTAGGTAAATTATCATTTGAAGGTAA 
AGAGAATTTAGTTCGATTTTGTTTATTAGATTCGTCTTTAGAAAAATTGGTTGTTATGGTTGAGGA 
ACATGCCAAGGGATTATTATTAACACCAACGACCTCCACGGACGATCTCAGAAGTAGAGCCATGTC 
GCGATCGGTCACTGTTGATACAATCCATGAAAGTGCAAATGAGTTGATTACTGCTGGACCAATTTT 
ATCACCACATGTCAATAGGAAAGCAGAACAAAGCTCGTATTTCCCAGTGTTTGCCAATAATGATAA 
TTTGACCCCTCATCAAGTTGTCGTTGAGTCAAATGATGAAGGTAGAGATGTTCCAATAGATAAAAT 
GACAGGACGACCAGTTTTGATTCGATCAATTAGTCAAACTTCTGTGCATGCAAAAGAGCAAGAAAT 
TGAAGAAGGGGAGCTTCATAAATTTGGATTCTTTATTCAACAAAAAGAGAGACAAAAACAACAACA 
ACAACAACAACAACAACAGAACTCACACCACCAGCACCAACCGGCCCAGCTGATCCAACAAGAAAA 
CCAGCTGCCGCTGCCACAACAAGGAAAATATGAAGATTTACCGATATTAAATACATTACCGTCAGG 
ACCAGAGTTGAGAGATGCTATAATGGCAGCTAAGGGAGTAGCAAATGTTACTGAATTAATTGATCG 
AATTAATAATCATCGTGTTAAAATCGATGCACCATCGACAAAACACCATCATGAATTGAACAAACC 
AAATTCTGACAAAGTAGTTGAGGATGAAGTTGAAGTTTCTGATAATGCCTCTATTGATTCTACTAA 
TGGTGACGATTTACATCAACTTGGTGACGGTAAACATAATGGTAATGGTACGGTTGATCCCATGGT 
TAGTGAAGTTTATGACAAGTTGTTAAATGATGCTGAACGAGTCAGACTGAATAGAGATATATAA 

YPLl37C_homolog 13 64aa (SEQ ID NO 452) 

MTSNSPPLGSTTNDQRLPQSGVSSIPTNKLPLPNANEDFATGVSNGDVDWLFRGKSKKLGKKMAm 
NANKX)ERKNSHGNIKNSEKTTAKPNETKHESNGEKLEFWPKSVMPTKHTSSGNPKAPTNGQIS]W 
TPSQPSPKQTTSGSTNANDIPPISPKQPEKASKLNKLKIGRSRSSSASTWPSSTTASTTTNPGDP 
KSQPKRRSSSFNFVTPSLTSDLAYDDPALVSQLSNNSNSSNSSSPNVSRSNSKKGGLFSSLSSKFR 
SSSASSKQPQSHSSSTPSTTTTNGGGNSSAAPKSSHHSPKFNPSLVGPVSKflNREAEDLVSLTNTL 
PAGSGIPIKRKPSISGNSIFKDSFLDDASSSPSSSLNSDGGLKFFRRRSSVASTPSTHASTPRVIL 
NKNPNRRKVPIEEISEVRLRRVTFSVDKLEHDPQQQIPSRRPKRGNVLIPQDINAPPPRLCLGISV 
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NEPNNKDDGKSHNHSKYSDHEIALAEDAQRRAIIEAEKHAQEAHRQAKKIAQEVSGYRSHRFISIK 
EGGSVGNSNTNGNDNDEDDDEVEEAVDKKLANDVSVDGPLHVHEQHFEEEIESKTGEKTISLETIY 
TRCCHLREILPIPATLKQLKNKTAPLEVLKMLNPKPTLIDVLSFSDFIAITPINTVIFDNVTMTTE 
MLKNFLGSLTYNKQLEKLSLRJWSIDELGWKYLCEFLATNKTVKKLDISQQRIKPDTPDTSIRGNM 
NWDLFIRSLILRGGIEELVINGCKLSDAIFEKFINQAVKKSTYRLGIAGIDLNVKKSEMVTSWLTD 
GNSQCVGVDIAFNDLSKGQLRPFINAFNTGKVNNLVFFSLNSTNLSNIEETSDLIKSLINVKTLRF 
LDLSSIPNIFPKIITHLDKYLPRYPNLRRIHFDLNELTAQAIGSLAGCLSKMPQLVHVSLLGNRNL 
STTSAATLYGAVKQSKTLFALDLDYDLIPDQLSQRIAFYLMRNLEYTLKPSHGGNIESNPEKPEDL 
MYDGSLLMETAEKLLVEIEKGKKEDIKMQRIISDSVLERTRSIRKDIHKTIDTLFEQRNLGKLSFE 
GKENLVRFCLLDSSLEKLWMVEEHANGLLLTPTTSTDDLRSRAMSPSVTVDTIHESANELITAGP 
ILSPHVNRKAEQSSYFPVFANNDNLTPHQVWESNDEGRDVPIDKMTGRPVLIRSISQTSVHAKEQ 
EIEEGELHKFGFFIQQKERQKQQQQQQQQQNSHHQHQPAQSIQQENQSPSPQQGKYEDLPILNTLP 
SGPELRDAIMAAKGVAWTELIDRINNHRVKIDAPSTKHHHELNKPNSDKWEDEVEVSDNASIDS 
TNGDDLHQLGDGKHNGNGTVDPMVSEVYDKLLNDAERVRSNRDI 

YPL175W_homolog 1859bp public: 1 .. 393 /395 1859 , PathoSeq: 
394;CDS: 501.. 1856 (SEQ ID NO 453) 

ACGGAATAATGTTATGCGAACAGAGTAACTGGGATTATCAACAAGCATCAGTCAATTTCAAAAACT 
CGGCTGCTTCTTTGCCTAGTGATGCATTTGTACAATAGAATTATAATTAAAAGAAAGGTAGAATAG 

AATTCAATGTAGGTGATATCACT.TTCTGAGAGTTCTTATTACGATATATAAAATACATAGCCAAAA 
TTATAATGAAGTAAAAACATGTAACTGTGTAATTTTATTCAAGTCCAAAGGTATTGATTAATATTG 
TAGAGTGTTGAGCATTTAAAATATGAAGGAAGACCGATAACCTAAAGTTTTCCTCAGGGTGTCGAA 
GGCTAGGAGGAATAAAATCTGAGTAGAGAACTTTCGTTTATATCAGTTTTTTGGAAGAAAAAAAGG 
AAAACAAAACAAAATAACACCACAAACGAATTACACAAGCACATCCTAAACACCACTCTGTTGGAG 
CACCAATCAACCTGAGAAATGCAAACTTGTAATAAAATATGGGATACAATATAGCAATGGTAACAG 
ATTTTTTTTACCCTCAACCTGGAGGAGTAGAGTTTCATGTGTATCATTTATCACAAAAACTCATTG 
AACTAGGACACTCAGTGGTTATCATAACTCATAATTATTCATCAAGAAATGGTGTACGAGTATTAA 
CGAATGGTTTGAAAGTGTATTATGTACCACTTTGGGTGATGTATAGAAGCTCAGTTTTCCCAACTG 
TATTTCTGTGCTTCCCAATATTGAGGAATATCTTCATACGAGAAAACATTGAGATTATTCACGGAC 
ATGGTTCCTTCAGCACATTATGCCACGAAGCTATATTACATGGCCGAACAATGGGATTAAAAACAG 
TCTTCACTGATCATTCACTTTTTGGATTTGCCGAGATTGGATCAATTATGGGGAATAAAGCATTAA 
AGTTCACTTTCAGTGATGTTGGCCATGTTATCTGTGTCAGTCACACCTGTAAAGAAAACACGGTTT 
TAAGAGGATCAATAGACCCCATAAAAGTGAGTGTGATACCGAATGCAGTTATTCTGAAAGATTTCA 
AGCCCAAATCGCATTGTGTTAACAAGAACTATACTAAAGAGATCACCATTGTGGTGATCACGAGAT 
TGTTTCCAAATAAAGGAGCCGATCTATTAACGGCTGTTATCCCCAAAATTTGCCAGTTGAAACCAA 
AAGTGAAATTTCTAATTGCTGGTGACGGCCCCAAGTTTTTAGATTTAGAACAAATGAGAGAAAAGT 
ACTTTCTTCAGGAAAGGGTTACATTAGTAGGCGCTATAAAACACGAAGAAGTAAGAGATGTAATGG 
TCCAAGGTGACATATACTTACATCCTTCATTAACAGAGGCGTTTGGTACAGTTATTGTGGAAGCTG 
CATCATGTGGGTTATATGTTGTCACTACAAAAGTTGGAGGCATACCCGAAGTCTTACCAAACGAAA 
TGACAAGCTTTGCTGAACCGGAAGAAAACTCACTTATTGATGCTGCTATAGATGCTATAAATAAAA 
TTGAAAGTAATGAAATCGATACCTCAAAATTTCACGATGCGGTTGCAAAGATGTACAGTTGGAATG 
ATATTGCAAGAAGAACAGAAAATGTTTATAATTCACTTGATTTAGACAAACTAAACGAGTCTTTAC 
TTCACCGATTACAAAGATACTATTGTTGTGGTATAATAGCAGGCAAACTTTATGCTTTATGTGTAA 
TAGTGGATATTTTTATTTTCGTGATACTAGAATGGTTGTATCCCGCTGATCATATCGATAAAGCAA 
CAAAATGGCCACTGGCTATCAAGGAAGAAGACGAGCTGGAAGAAGAAACATTTATTTTTCCGAACA 
AAGTAAATTAG 

YPL17 5W_homolog 452aa (SEQ ID NO 454) 

MGYNIAMVTDFFYPQPGGVEFHWHLSQKLIELGHSWIITHNYSSRNGVRVLTNGLKWYVPLWV 
lYRSSVFPTVFSCFPILRNIFIRENIEIIHGHGSFSTLCHEAILHGRTMGLKTVFTDHSLFGFAEI 
GSIMGNKALKFTFSDVGHVICVSHTCKENTVTjRGSIDPIKVSVIPNAVISKDFKPKSHCWKNYT^ 
EITIWITRLFPNKGADLIiTAVIPKICQLKPKVKFLIAGDGPKFLDLEQMREKYFLQERVTIiVGAI 
KHEEVRDVMVQGDIYLHPSLTEAFGTVIVEAASCGLYWTTKVGGIPEVLPNEMTSFAEPEENSLI 
DAAIDAINKIESNEIDTSKFHDAVAKMYSWNDIARRTENVYNSLDLDKLNESLLHRLQRYYCCGII 
AGKLYALCVIVDIFIFVILEWLYPADHIDKATKWPSAIKEEDESEEETFIFPNKYN 
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YPL218W_homolog 1231bp PathoSeq: 1..407, public: 408.. 1231; axon 

1: 501. .518, intron 1: 519.. 676, exon 2: 677-1228 (SEQ ID NO 455) 

GATACAATTCACGACCTCTAATTTCCTTAGTGATAGGTTAATCATGAAATATATAAAATGTCTAGA 

AATAATTGAATAATGATATAAATATAATGTTGTGAAACTTGTGGAAAAATTTGACAGCCTAGTAAC 

TCAAGTGTTGTTACACTCTTGTTATTATTATTATTATATCGTTTACAAGTAGATTTCTCATTTTGA 

ACAGCAAATACTGTCGTTAATAGGAATCAGAGGCAGAAAGAAAGAGAGAGAAAAAAAAAAAGGACA 

CATTTACACGTACACCCTTAACTTGAAGGAAAAAAACAAAACAAGAGAGACAAAGAAAGAGACAAA 

GAAAATACTTTCAACAACGAAAGATTGAGATATTGGTGATTTTCACAAACCAAAAAAAAAGAATAC 

ACAACTTGTAGATTAACAGAATTTGAACATTTCTAGAGTTTCTTATATTCCCCCCAAGGTGGACAA 

TTAATAATAACATTTGATTATACAAGAACATTTCAATCATGTGGATTTTTGACTGGTGTATGTAAT 

GATTTATCTTTACCGAATCAATACTTTATTTATGAGTGATTGGTTGGTTGGTTATAATACCACCAC 

TTTATTCTATTAACCAAGTTTGATCTAATTACTGATCTGTATATACTAACCAAATATTTACCTTAT 

CACTTAATTATTTACAGTTCAAGATATATTATCATCATTAGGATTATGGAATAAACATGCCAAATT 

ATTATTTTTAGGGTTAGATAATGCTGGTAAAACTACTCTTTTACATATGTTAAAGAATGATAGATT 

GGeCACTTTACAACCAACATTACATCCAACTTCAGAAGAATTGGCCATTGGATCAGTTAGATTTAC 

TACTTTTGATTTAGGTGGACATCAACAAGCTAGAAGATTATGGAAAGATTATTTCCCTGAAGTCAA 

TGGTATTGTCTTTTTAGTCGATGCTGCTGATACCGAAAGATTTGCTGAATCCAAAGCTGAATTGGA 

AAGTTTATTTAGAATTGAAGAATTGAGTCAAGTTCCATTTGTTATTTTGGGTAATAAGATTGATGT, 

TCCTACTGCAGTAGGGGAAATGGAATTGAAAAATGCCCTTGGATTATATAATACTACTGGTAAAGA 

TACTGGTAAATTGCCTGAAGGTACTAGACCAATTGAAGTGTTTATGGTTTCCGTTGTTATGAGATC 

TGGATATGGTGAAGCCTTCAAATGGTTATCACAATACATTTAA 

YPL218W_homolog 190aa (SEQ ID NO -456) 

MWIFDWVQDILSSLGLVWKHAKLLFLGLDNAGKTTLLHMLKNDRLATLQPTLHPTSEELAIGSVRF 
TTFDLGGHQQARRLWKDYFPEVNGIVFLVDAADTERFAESKAELESLFRIEELSQVPFVIDGNKID 
VPTAVGEMELKNALGLYNTTGKDTGKLPEGTRPIEVFMVSVVMRSGYGEAFKWLSQYI 

YOLl27W_homolog 429 bp, public: 1..429v CDS: <i:.429 (SEQ ID NO 
475) 

CTTATAGCAACTACTAAAGCTTCAGCTGCTAAAAAAGCTGCTTTGAAAGGTGTTAACGGTAAAAAG 
GGTTTAAAAGTTAGAACTAGTACTACTTTCAGATTACCAAAAACCTTAAAATTAACCAGATCTCCA 
AAATACCAAAGAAAATCAGTCCCACACTACAACAGATTGGATGCCCACAAAATCATTGTTGCTCCA 
ATTGCCACTGAAACTGCTATGAAAAAAGTCGAAGATGGTAACACTTTGGTTTTCCAAGTTGACATC 
AAATCCAACAAACACCAAATCAAATCTGCTGTTAAAGAATTATACGATGTTGATGCCTTATACGTT 
AACACTTTGATCAGACCTAACGGTACCAAGAAAGCTTACATCAGATTAACCTCTGACTACGATGCT 
TTGGATATTGCTAACAGAATCGGTTACATCTAA 

YOLl2 7W_homolog 142 aa (SEQ ID NO 476) 

LIATTKASAAKKAALKGVNGKKALKVRTSTTFRLPKTLKLTRSPKYQRKSVPHYNRLDAHKIIVAP 
lATETAMKKVEDGNTLVFQVDIKSNKHQIKSAVKELYDVDALYVNTLIRPNGTKKAYIRLTSDYDA 
LDIANRIGYI 

YJLl8 8C_homolog 117 bp public: 1..117, CDS: <1..>117 (SEQ ID NO 
477) 

TTAGATACCCAACTTAGTTCTTCTCCAGTGTCTTCTTTTAGCATTGTATCTGATTTTGTTGTCAGT 
TCTCAATCTGATCCATTGTGGCAATGGTCTGTTTTGCTTTTGAGCCTTAGC 

YiJL188C_homolog 39 aa (SEQ ID NO 478) 
LDTQLSSSPVSSFSIVSDFWSSQSDPLWQWSVIiLLSLS 

YGRl83C_homolog 198 bp public: 1..198, CDS: 1..198 (SEQ ID NO 
479) 

ATGTTGACAGTCCTTGGTCGTTTACTTGAAAGAAACTCAATCTACGTTGCCACTATCTTTGGCGGT 
GCTTTTGCTTTCCAAGGTTTTTTCGATGTTGCAGTGAACAAATGGTGGGAGGAACACAACAAAGCT 
AAATTATGGAAAAACGTCAAAGGAAAATTCCTTGAAGGTGAAGGTGAAGAAGAAGATGACGAATAA 
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YGRl8 3C_homolog 6 5 aa (SEQ ID NO 48 0) 

MLTVLGRLLERNSIWATIFGGAFAFQGFFDVAWKWWEEHNKAKLWKNVKGKFLEGEGEEEDDE* 

YDR529C_homolog 457 bp Pathoseq: 1..457, CDS: 1..457 (SEQ ID NO 
481) 

ATGGTTCAATCTATGACATCTGTCGTTAAGGCAGCTAATTTCATTTTAGCAAGACCAACATTATCA 
AAAATCATTACACCACTTGCTCAAAAATTCACTGCTTATGCAGGGTATAGAGAAATGGGATTAAAA 
TTCAATGATTTACTTCTTGAAGAAACCCCAATTATGCAAACTGCTATTAAAAGATTACCTTCAGAA 
TTAAATTATTCAAGAAATTTTAGAATTCTTACTGCTCATCAATTAGCTTTATCTCATCAATTATTA 
CCAGCTGAAAAAGCTGTTAAACCTGAAGAAGATGATAATTATTTGATTCCTTATATTTTAGAAGCT 
GAAAAGGAAGCTTTTGAAAAAGCTGTATTGGGGAATATTGACGCTAGTGCGATTGTAATTAATACG 
ACGAATAAGAAACGGACGAGGAAGAGGAAGAAGATGAGAAGGTCAAACATTGAAATATGAA 

YDR529C_homolog 151 aa (SEQ ID NO 482) 

MVQSMTSWKAANFILARPTLSKIITPLAQKFTAYAGYREMGLKFNDLLLEETPIMQTAIKRLPSE 
LNYSRNFRILTAHQLALSHQLLPAEKAVKPEEDDNYLIPYILEAEKEAFEKAVLGNIDASAIVINT 
TNKKRTRKRKKMRR SN I E I 

YBL003C_YDR225W„homolog 399 bp public: 1. .399, CDS: 1..399 (SEQ 
ID NO 483) 

CTACAATTCTTGAGAAGCCTTAACACCACCTTTACCTGATTTCTTTGGCAACAAGTTTTGATGGAT 
GTTTGGTAACACACCACCTTGGGCGATGGTGACATCACCCAACAATTTGTTTAATTCTTCATCATT 
TCTGATGGCCAATTGTAAGTGTCTTGGGATTATTCTGGATTTCTTGTTGTCTCTGGCAGCGTTACC 
AGCTAATTCCAAAATTTCAGCAGCTAAATATTCCAAGACTGAAGTCAAGTACACTGGAGCACCAGA 
ACCGATTCTCTGAGCGTAGTTACCTTTTCTTAACAATCTGTGGACTCTACCGACTGGGAAAGTCAA 
ACCAGCTTTGGCTGATCTTGAAGTTGAAGCTTTTTCGGAAGTTCCTGCTTTACCTTTACCACCTGA 

CAT 

YBL003C_YDR22 5W_homolog 132 aa (SEQ ID NO 484) 

MSGGKGKAGTSEKASTSRSAKAGLTFPVGRVHRLLRKGNYAQRIGSGAPVYLTSVLEYLAAEILEL 
AGNAARDNKKSRI I PRHLQLAIRNDEELNKLLGDVTIAQGGVLPNIHQNLLPKKSGKGGVKASQEL 
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SEQUENCE LISTING 



<110> Contreras, Roland 
DeBacker, Marianne 
Luyten, Walter 
Lanaerts, Isabelle 
Nelissen, Bart 
Reekmans, Rieka 

<12 0> Cell death related drug targets in yeast and fungi 

<130> JAN-002-PCT 

<140> PCT/BEOO/00077 
<141> 2000-07-03 

<150> 99870141.1 
<151> 1999-07-01 

<160> 484 

<170> Patentin Ver. 2.1 

<210> 1 

<211> 704 

<212> DNA 

<213> Candida albicans 



<400> 1 

aaaatttggc 

cagcccgttt 

taggactgca 

taattttttt 

aatgtaatgg 

gacgtttcga 

cgtagcgcat 

cagcatcaaa 

cctgattgac 

tggccacgtc 

aaaatgggat 

acccgcaata 



acttcagagc 
aggaatgcat 
tcaaggtaag 
cttgaacttg 
aatcggcgtt 
taccaaaatt 
acatctgatc 
attttcatca 
gaaccaagaa 
caatgttgtt 
gaatgtcaac 
tatgacttct 



ttatcgtatc 
aaaagcaaat 
cctcgctgca 
ttgagtcgta 
actcgcatgt 
tcctaaatac 
gaaaaaagac 
ttaacagcat 
atgccttatc 
tcaggaagta 
ttttataaat 
ggatatgcct 



ttctcccgga 
aggattcgtt 
cctaaacgca 
ataaatcgtt 
gcagatatca 
agcgcaggaa 
agttcccaaa 
ggctaaaagt 
actatttatt 
cacaagcatg 
actcattact 
cgaattggaa 



gttcctcaag 
acaactgctg 
aaatgtggtt 
tctgggaagt 
gcgacaaaaa 
catcactacg 
acaatgacat 
tattgtttaa 
tttggcactc 
cctgccagtg 
ggattcaaca 
ttag 



acttatactt 
caggactctt 
gtaacctttt 
ggaaggtaat 
gtgttgtagg 
ctaaacaaat 
atgaagagac 
tatacccata 
ttcacctacc 
ggcccgagga 
acgtattcct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

704 



<210> 2 
<211> 67 
<212> PRT 

<213> Candida albicans 
<400> 2 

Met Pro Tyr His Tyr Leu Phe Leu Ala Leu Phe Thr Tyr Leu Ala Thr 
15 10 15 

Ser Asn Val Val Ser Gly Ser Thr Gin Ala Cys Leu Pro Val Gly Pro 
,20 - 25 30 



Arg Lys Asn Gly Met Asn Val Asn Phe Tyr Lys Tyr Ser Leu Leu Asp 
35 40 45 



i II O 3 O O :l ^ i 12 12 1& Ol ± 
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Ser Thr Thr Tyr Ser Tyr Pro Gin Tyr Met Thr Ser Gly Tyr Ala Ser 
50 55 60 

Asn Trp Asn 
65 



<210> 3 
<211> 1712 
<212> DNA 

<213> Candida albicans 
<400> 3 

agtggctcat gatctgtaaa tgatcggttg 
agtacatata ctaccatgtc tgttctctac 
ctaaccgccg cgccgcgcag gtaccccgcg 
acaaaaaaaa aagtataaat agtggagtct 
aatggaaatt tcttgccgaa catttaaccg 
tgggctagta cattttacct agtatgctgg 
ttgccttact tttcttatca ttttttatat 
atagacgcat tttgtttatt acaaattaaa 
ctccacaagt agcgaaagca atggccgcca 
ccaagagcct accaagaccg gatggtttgt 
gaggtgggtt ggcttataac gattttttaa 
ctgaagttag cctacagacc aagctaacca 
cctctccaat ggacactgtg acggaatctg 
gtatcggttt cattcaccat aactgtactc 
tcaagaacta tgaaaatggg tttattaaca 
ttggtgaagc taagagcatg aaggaaaagt 
atggaaagag aaatgcaaag ttggtgggtg 
aggacaactc tttactcgtt caggatgtca 
gtatcacatt atcagaaggt aacgaaattc 
ttgttgatga aaagggtaac ttagtttcta 
agaagtaccc attagcgtcc aaatctgcca 
ttgggactat ggacgctgat aaagaaagac 
tcgtcatatt ggattcctct caaggtaact 
ttaaagaaac tttcccagat ttggaaatca 
ctgccaattt gattgctgcc ggtgcggacg 
tttgtattac ccaaaaagtt atggcttgtg 
tgtgtgaatt tgctaaccaa ttcggtgttc 
attggtcata ttattaccaa agctttggct 
atgttggccg gtactaccga atcaccaggt 



accgcagtat tatataataa catccgtata 60 
attgcttttt attcaagatt attggttttc 120 
catctcttct tctcgaagaa agcggaaaaa 180 
tttcccattt aacatttaga aaaaaattcg 240 
gagacccttg gcggcttttt ctcagtttcg 3 00 
gaactttttt tccgtattct attctattcc 360 
aaccaatttc aaaaatactt tttaactgtc 42 0 
agaatcaaat ataatatgtg caattaataa 480 
ttagagacta caagaccgca ctagatctta 540 
cagtgcagga actgatggac tccaagatca 600 
tcttaccagg tttagtcgat tttgcgtcct 660 
ggaatattac tttaaacatt ccattagtat 720 
aaatggccac ttttatggct ctgttggatg 780 
cagaggacca agctgacatg gtcagaagag 84 0 
accctatagt gatttctcca actacgaccg 900 
atggatttgc aggcttccct gtcacggcag 960 
ccatcacctc tcgtgatata caattcgttg 1020 
tgaccaaaaa ccctgttacc ggcgcacaag 1080 
taaagaaaat caaaaagggt aggctactgg 114 0 
tgctttcccg aactgattta atgaaaaatc 1200 
acaccaagca actgttatgg ggtgcttcta 1260 
taagattatt ggtaaaagct ggcttggatg 1320 
ctattttcca attgaacatg atcaaatgga 1380 
ttgctggtaa cgttgtcacc aaggaacaag 1440 
gtttgagaat tggtatggga actggctcta 1500 
gtaggccaca aggtacagcc gtctacaacg 1560 
catgtatggc tgatggtggt gttcaaaaac 162 0 
cttggttctt ctactgttat gatgggtggt 1680 



<210> 4 
<211> 403 
<212> PRT 

<213> Candida albicans 
<400> 4 

Met Ala Ala lie Arg Asp Tyr Lys Thr Ala Leu Asp Leu Thr Lys Ser 
15 10 15 



Leu Pro Arg Pro Asp Gly Leu Ser Val Gin Glu Leu Met Asp Ser Lys 
20 25 30 
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He Arg Gly Gly Leu Ala Tyr Asn Asp Phe Leu He Leu Pro Gly Leu 
35 40 45 

Val Asp Phe Ala Ser Ser Glu Val Ser Leu Gin Thr Lys Leu Thr Arg 
50 55 60 

Asn He Thr Leu Asn He Pro Leu Val Ser Ser Pro Met Asp Thr Val 
65 70 75 80 

Thr Glu Ser Glu Met Ala Thr Phe Met Ala Leu Leu Asp Gly He Gly 
85 90 95 

Phe He His His Asn Cys Thr Pro Glu Asp Gin Ala Asp Met Val Arg 
100 105 110 

Arg Val Lys Asn Tyr Glu Asn Gly Phe He Asn Asn Pro He Val He 
115 120 125 

Ser Pro Thr Thr Thr Val Gly Glu Ala Lys Ser Met Lys Glu Lys Tyr 
130 135 140 

Gly Phe Ala Gly Phe Pro Val Thr Ala Asp Gly Lys Arg Asn Ala Lys 
145 150 155 160 

Leu Val Gly Ala He Thr Ser Arg Asp He Gin Phe Val Glu Asp Asn 
165 170 175 

Ser Leu Leu Val Gin Asp Val Met Thr Lys Asn Pro Val Thr Gly Ala 
180 185 190 

Gin Gly He Thr Leu Ser Glu Gly Asn Glu He Leu Lys Lys He Lys 
195 200 205 

Lys Gly Arg Leu Leu Val Val Asp Glu Lys Gly Asn Leu Val Ser Met 
210 215 220 

Leu Ser Arg Thr Asp Leu Met Lys Asn Gin Lys Tyr Pro Leu Ala Ser 
225 230 235 240 

Lys Ser Ala Asn Thr Lys Gin Leu Leu Trp Gly Ala Ser He Gly Thr 
245 250 255 

Met Asp Ala Asp Lys Glu Arg Leu Arg Leu Leu Val Lys Ala Gly Leu 

260 265 270 

Asp Val Val He Leu Asp Ser Ser Gin Gly Asn Ser He Phe Gin Leu 
275 280 285 

Asn Met He Lys Trp He Lys Glu Thr Phe Pro Asp Leu Glu He He 
290 295 300 

Ala Gly Asn Val Val Thr Lys Glu Gin Ala Ala Asn Leu He Ala Ala 
305 310 315 320 

Gly Ala Asp Gly Leu Arg He Gly Met Gly Thr Gly Ser He Cys He 
325 330 335 
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Thr Gin Lys Val Met Ala Cys Gly Arg Pro Gin Gly Thr Ala Val Tyr 
340 345 350 

Asn Val Cys Glu Phe Ala Asn Gin Phe Gly Val Pro Cys Met Ala Asp 
355 360 365 

Gly Gly Val Gin Lys His Trp Ser Tyr Tyr Tyr Gin Ser Phe Gly Ser 
370 375 380 

Trp Phe Phe Tyr Cys Tyr Asp Gly Trp Tyr Val Gly Arg Tyr Tyr Arg 
385 390 395 400 

lie Thr Arg 



<210> 5 
<211> 812 
<212> DNA 

<213> Candida albicans 

<400> 5 

gggagaagct tatcttactg tagaagaaaa tgggattgcg ttactccata tatattgaaa 60 
atccgttatc ttccccatca tcatcgtata aatcaataaa cgacccgtta ttccactctc 12 0 
agcatcgatc gcaaaaaaac gtgagcttca tcacctacgg ttgtagacat tgcaagacac 18 0 
atctttccag ttccttccag attatttcta gagattatag gggtaggacc ggaactgctt 24 0 
atttaatgaa caaagttgtt aatgtcgttg aaggaaaggt cgagcaacga agaatgttga 3 00 
ctggcgacta cttagtctgt gatattcttt gtcattggtg caagaggaac gtaggttgga 360 
aatacttgca gagcagcaat gatgatcagc agtataagga aggaaagttt atcttagagc 42 0 
tgaaaaacat ttgtaaatgt acttgatgtc ttcctttgtc tgctatctag cacctctcgt 480 
cttttagtgc tttttagcgt atgattcttt ttaagaatct ggtctttctt ccttctattt 54 0 
tgattgggta tatttctatt cgtgtttcat tactggtctg ggttaattgg gttttggttt 6 00 
ggtccagttg ttttcaagta gcctttattt tttcattgtg gtattttatc ttatcgattt 660 
atactttttt ttattcaaag aaaattaaac agataatctc ttatgagcct agctactttg 72 0 
ttttttctta cagggccatt gacttatgcc ctgaacgagt cttactttac tttttttgta 780 
ttttcaataa tgtcgtgttt cccatgttgt aa 812 



<210> 6 
<211> 103 
<212> PRT 

<213> Candida albicans 
<400> 6 

Met lie Leu Phe Lys Asn Leu Val Phe Leu Pro Ser lie Leu lie Gly 
15 10 15 

Tyr lie Ser lie Arg Val Ser Leu Leu Val Trp Val Asn Trp Val Leu. 
20 25 30 

Val Trp Ser Ser Cys Phe Gin Val Ala Phe lie Phe Ser Leu Trp Tyr 
35 40 45 

Phe lie Leu Ser lie Tyr Thr Phe Phe Tyr Ser Lys Lys lie Lys Gin 
50 55 60 
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lie lie Ser Tyr Glu Pro Ser Tyr Phe Val Phe Ser Tyr Arg Ala lie 
65 70 75 80 

Asp Leu Cys Pro Glu Arg Val Leu Leu Tyr Phe Phe Cys lie Phe Asn 
85 90 95 

Asn Val Val Phe Pro Met Leu 
100 



<210> 7 
<211> 2507 
<212> DNA 

<213> Candida albicans 

<400> 7 

gggaaatatc aattcccgta tttcaatgtt agtaatttgc cttcgtaaat tacggaatca 60 
catagctttc attttgttcc tttgatatat ttccctacta catactcttt tcaataactc 120 
tacagggtct gacattttta actttcaggt taatgatggt gttcttacta tattctcgag 180 
tcgtacagaa gttagttcag ataaactgct tcggtgctgc ccacttctta tcattacttc 240 
aactttacct tccctatacc tgtgtgtcct tattaattca agttaatccg aggtaataga 300 
ttagggtaac cttcaatgat gtcacgaaac acggatgctg caactttgcg attttttcct 360 
ggaaaagaat aacaattaaa ggcagccttt cagctgagat taccagcagg tctttggaga 42 0 
ttagcgcaag aagaagtgtg atatagtact catagaggca ggctacagac tagggaaagc 480 
gtgttcaaca acaataagaa atggagacca gttcttttga gaatgctcct cctgcagcca 540 
tcaatgatgc tcaggataat aatataaata cggagactaa tgaccaggaa acaaatcagc 60 0 
aatctatcgia aactagagat gcaattgaca aagaaaacgg tgtgcaaacg gaaactggtg 660 
agaactctgc aaaaaatgcc gaacaaaacg tttcttctac aaatttgaat aatgccccca 720 
ccaatggtgc tttggacgat gatgttatcG caaatgctat tgttattaaa aacattccgt 780 
ttgctattaa aaaagagcaa ttgttagaca ttattgaaga aatggatctt ccccttcctt 840 
atgccttcaa ttaccacttt gataacggta ttttcagagg actagccttt gcgaatttca 900 
ccactcctga agaaactact caagtgataa cttctttgaa tggaaaggaa atcagcggga 96 0 
ggaaattgaa agtggaatat aaaaaaatgc ttccccaagc tgaaagagaa agaatcgaga 102 0 
gggagaagag agagaaaaga ggacaattag aagaacaaca cagatcgtca tctaatcttt 10 80 
ctttggattc tttatctaaa atgagtggaa gcggaaacaa taatacttct aacaatcaat 1140 
tattctcgac tctaatgaac ggcattaatg ctaatagcat gatgaacagt ccaatgaata 1200 
ataccattaa caataacagt tctaataaca acaatagtgg taacatcatt ctgaaccaac 1260 
cttcactttc tgcccaacat acttcttcat cgttgtacca aacaaacgtt aataatcaag 132 0 
cccagatgtc cactgagaga ttttatgcgc ctttaccatc aacttccact ttgcctctcc 1380 
caccccaaca actggacttc aatgaccctg acactttgga aatttattcc caattattgt 1440 
tatttaagga tagagaaaag tattattacg agttggctta tcccatgggt atatccgctt 1500 
cccacaagag aattatcaat gttttgtgct cgtacttagg gctagtagaa gtatatgatc 1560 
caagatttat tattatcaga agaaagattc tggatcatgc taatttacaa tctcatttgc 162 0 
aacaacaagg tcaaatgaca tctgctcatc ctttgcagcc aaactccact ggcggctcca 1680 
tgaataggtc acaatcttat acaagtttgt tacaggccca tgcagcagct gcagcgaata 174 0 
gtattagcaa tcaggccgtt aacaattctt ccaacagcaa tactattaac agtaataacg 1800 
gtaacggtaa caatgtcatc attaataaca atagcgccag ctcaacacca aaaatttctt 1860 
cacagggaca attctccatg caaccaacac taacctcacc taaaatgaac atacaccata 1920 
gttctcaata caattccgca gaccaaccgc aacaacctca accacaaaca cagcaaaatg 1980 
ttcagtcagc tgcgcaacaa caacaatctt ttttaagaca acaagctact ttaacaccat 2040 
cctcaagaat tccatccggt tattctgcca accattatca aatcaattcc gttaatccct 2100 
tactgagaaa ttctcaaatt tcacctccaa attcacaaat cccaatcaac agccaaaccc 2160 
tatcccaagc gcaaccacca gcacagtccc aaactcaaca acgggtacca gtggcatacc 222 0 
aaaatgcttc attgtcttcc cagcagttgt acaaccttaa cggcccatct tcagcaaact 2280 
cacagtccca actgcttcca cagcacacaa atggctcagt acattctaat ttctcatatc 2340 
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agtcttatca cgatgagtcc atgttgtccg cacacaattt gaatagtgcc gacttgatct 2400 
ataaatcttt gagtcactct ggactagatg atggcttgga acagggcttg aatcgttctt 2460 
taagcggact ggatttacaa aaccaaaaca agaagaatct atggtaa 2507 

<210> 8 
<211> 668 
<212> PRT 

<213> Candida albicans ' 

<400> 8 

Met Glu Thr Ser Ser Phe Glu Asn Ala Pro Pro Ala Ala lie Asn Asp 
15 10 15 

Ala Gin Asp Asn Asn He Asn Thr Glu Thr Asn Asp Gin Glu Thr Asn 
20 25 30 

Gin Gin Ser He Glu Thr Arg Asp Ala He Asp Lys Glu Asn Gly Val 
35 40 45 

Gin Thr Glu Thr Gly Glu Asn Ser Ala Lys Asn Ala Glu Gin Asn Val 
50 55 60 

Ser Ser Thr Asn Leu Asn Asn Ala Pro Thr Asn Gly Ala Leu Asp Asp 
65 70 75 80 

Asp val He Pro Asn Ala He Val He Lys Asn He Pro Phe Ala He 
85 90 95 

Lys Lys Glu Gin Leu Leu Asp He He Glu Glu Met Asp Leu Pro Leu 
100 105 110 

Pro Tyr Ala Phe Asn Tyr His Phe Asp Asn Gly He Phe Arg Gly Leu 
115 120 125 

Ala Phe Ala Asn Phe Thr Thr Pro Glu Glu Thr Thr Gin Val He Thr 
130 135 140 

Ser Leu Asn Gly Lys Glu He Ser Gly Arg Lys Leu Lys Val Glu Tyr 
145 150 155 160 

Lys Lys Met Leu Pro Gin Ala Glu Arg Glu Arg He Glu Arg Glu Lys 
165 170 175 

Arg Glu Lys Arg Gly Gin Leu Glu Glu Gin His Arg Ser Ser Ser Asn 
180 185 190 

Leu Ser Leu Asp Ser Leu Ser Lys Met Ser Gly Ser Gly Asn Asn Asn 
195 200 205 

Thr Ser Asn Asn Gin Leu Phe Ser Thr Leu Met Asn Gly He Asn Ala 
210 215 220 

Asn Ser Met Met Asn Ser Pro Met Asn Asn Thr He Asn Asn Asn Ser 
225 230 235 240 



Ser Asn Asn Asn Asn Ser Gly Asn He He Leu Asn Gin Pro Ser Leu 



7 



245 250 255 

Ser Ala Gin His Thr Ser Ser Ser Leu Tyr Gin Thr Asn Val Asn Asn 
260 265 270 

Gin Ala Gin Met Ser Thr Glu Arg Phe Tyr Ala Pro Leu Pro Ser Thr 
275 280 285 

Ser Thr Leu Pro Leu Pro Pro Gin Gin Leu Asp Phe Asn Asp Pro Asp 

290 295 300 

Thr Leu Glu lie Tyr Ser Gin Leu Leu Leu Phe Lys Asp Arg Glu Lys 
305 310 315 320 

Tyr Tyr Tyr Glu Leu Ala Tyr Pro Met Gly lie Ser Ala Ser His Lys 
325 330 335 

Arg lie lie Asn Val Leu Cys Ser Tyr Leu Gly Leu Val Glu Val Tyr 
340 345 350 

Asp Pro Arg Phe lie lie lie Arg Arg Lys lie Leu Asp His Ala Asn 
355 360 365 

Leu Gin Ser His Leu Gin Gin Gin Gly Gin Met Thr Ser Ala His Pro 
370 375 380 

Leu Gin Pro Asn Ser Thr Gly Gly S.er Met Asn Arg Ser Gin Ser Tyr 
385 390 395 400 

Thr Ser Leu Leu Gin Ala His Ala Ala Ala Ala Ala Asn Ser He Ser 

405 410 415 

Asn Gin Ala Val Asn Asn Ser Ser Asn Ser Asn Thr He Asn Ser Asn 
420 425 430 

Asn Gly Asn Gly Asn Asn Val He He Asn Asn Asn Ser Ala Ser Ser 
435 440 445 

Thr Pro Lys He Ser Ser Gin Gly Gin Phe Ser Met Gin Pro Thr Leu 
450 455 460 

Thr Ser Pro Lys Met Asn He His His Ser Ser Gin Tyr Asn Ser Ala 
465 470 475 480 

Asp Gin Pro Gin Gin Pro Gin Pro Gin Thr Gin Gin Asn Val Gin Ser 
485 490 495 

Ala Ala Gin Gin Gin Gin Ser Phe Leu Arg Gin Gin Ala Thr Leu Thr 
500 505 510 

Pro Ser Ser Arg He Pro Ser Gly Tyr Ser Ala Asn His Tyr Gin He 

515 520 525 

Asn Ser Val Asn Pro Leu Leu Arg Asn Ser Gin He Ser Pro Pro Asn 
530 535 540 



Ser Gin He Pro He Asn Ser Gin Thr Leu Ser Gin Ala Gin Pro Pro 
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545 

Ala Gin Ser Gin 



Ser Leu Ser Ser 
580 

Asn Ser Gin Ser 
595 

Ser Asn Phe Ser 
610 

His Asn Leu Asn 
625 

Gly Leu Asp Asp 



Leu Asp Leu Gin 
660 



550 

Thr Gin Gin Arg 
565 

Gin Gin Leu Tyr 



Gin Leu Leu Pro 

600 

Tyr Gin Ser Tyr 
615 

Ser Ala Asp Leu 
630 

Gly Leu Glu Gin 
645 

Asn Gin Asn Lys 



555 

Val Pro Val Ala 
570 

Asn Leu Asn Gly 
585 

Gin His Thr Asn 



His Asp Glu Ser 
620 

lie Tyr Lys Ser 
635 

Gly Leu Asn Arg 
650 

Lys Asn Leu Trp 
665 



560 

Tyr Gin Asn Ala 
575 

Pro Ser Ser Ala 
590 

Gly Ser Val His 
605 

Met Leu Ser Ala 



Leu Ser His Ser 
640 

Ser Leu Ser Gly 
655 



<210> 9 
<211> 3674 

<212> DNA 

<213> Candida albicans 
<400> 9 

atcccaagaa gaagattaga ctgattttta 
ctgaagtgtt aagggtaatc gacgccttgc 
caattaattg gcagccagct gacgatgtca 
cgaaggctaa atttggtcaa tttaatgaaa 
aataagcttt gaaataaacg actttactat 
acttttatct atctttcatt cttattatat 
tcatttttct ttacataccg taaaggaatg 
taataaactc tctgcagaaa ccttaatgtc 
tgcgtatacg cattctcgtc atggtgaagg 
ttagttctgc tcacatgaaa agacaaccgg 
caagtaagaa acaacgaata tctcaccatg 
ttacctcatg tacacattgt agacagcaca 
ctcatccttg ctccagatgc gaaaaaattg 
ggcctaagaa gggctcacag ttgcaactac 
aactcgatac tcttctggcc aatgacagcg 
tgggcaatag ccttttgaat aagctcaatc 
tccctaaccc agattcttct ccttcctcag 
attctaaggt ttcagttcaa acttatttgt 
agggcagcaa tacgaataaa tttaaagcaa 
gcgcatcttc tttagcgcaa gattcgaaag 
ccccgctgct aaatgactca gcattgccta 
tgcaaatggc tttttataag aacaactctg 
caattcaaaa aacatattcc cctcatacta 
aaccaccatt tgcagcaaca agccacgtag 
cgccggtagt agccaccacc acgactatgc 
atgagtttgt actgggcgat attagtattt 



cctacccttc caccgtcgga agaaacactt 60 
aattgactga caaggagggc gtagtaactc 12 0 
ttattcctcc ctctgtctcc aatgatgagg 180 
ttaaacccta tttaagattc accaagtcga 240 
atacaggtat atgaagtatc tctaactaaa 300 
ctcatctcgt acgaagggcc gctcattgga 3 60 
gcgttaaaaa tatatatatg aaaatgcatg 42 0 
aaaggtcccg tatacagatt atattggctc 480 
ataatcgaga ttctgaccaa gaccaagatt 54 0 
agcagcaaca gttgcaacag caccagttcc 600 
atgacagtca tcaaatcaac catagaccag 660 
aaatcaaatg cgatgctagt caaaatttcc 720 
gtctccactg tgaaatcaat cctcaattca 780 
tgagacaaga tgtggatgaa atcaaatcta 84 0 
ttttcgttca tcttttacaa cagattccca 900 
tgcatccaac tccaactccg ggtactatta 96 0 
gttctccaac ttcttccgcg gctcaacgag 1020 
ccagggaacc ccaactctta caagcaaatc 1080 
ataatgaagc atcttctcac atgacgttgc 1140 
gcttggttgc aacagagcca aataagctgc 1200 
ataattcaaa agaatcttta cctcctgctt 1260 
caggtaacac tccgaacggc cccttctctc 1320 
cgtcgaccac cgttacaacg acaacaaatc 1380 
caacaaataa caatgcagat aggacgaaga 1440 
cattattgcc ttcgccgcat gcaaatgtag 1500 
ccattgaaaa agcgaataga ttacaccata 1560 
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ttttcgtgac taggtatctg ccgtattttc 
tatactccca atctcagttg cttttctgga 
ctgaaccgac gatgtattgc aagctaagct 
gctggataag aacacctaga tccacacata 
ggcctttgcc taaccaaaaa gtcctagatg 
agtcactgtc ttatcaatta ggtttgcaca 
ctcaaacatc aatgccaaat gcaga.aaagt 
ttgccgaact ttgttgggcg agtatccttg 
tattagaaaa agccttatcc tgtggtgacg 
ttgacaataa caacaatgat aaaaggaaca 
acaaactacc gggcagtttt agaagattgc 
ctcatatcat tggttcttcc acttccagtc 
ctgagacact gtccatcttg ggaaaagagt 
agagtgacga tactgtcaac atttattttc 
cattcctacc cgaaacacct cctaccgatc 
cagctactaa aattgtcact ctattgaata 
tgcctattta tattagacaa gctgctacat 
tgactccttt acttcctgac aaatattttg 
atagacttta tagaaatcag ttaactgcgt 
gaactgcaag tatgttagaa aaactgaact 
tggaagaaga cggtattatt tctaggatga 
atttggtttg gtgtgttcac gaggcgagaa 
aagccttaga gaaagccgct aagaaaagaa 
cttcgtctac gggtggcata acggacagaa 
tctccagaga tgactttgaa actgtaacaa 
ctttagttcc tactaagaat gccttaaagc 
gagattctga cggttctata atggagatta 
caggcagcgt aaaatttcaa agtttattcg 
ataataggac gttattggat gcgtctaatg 
cagtggcttc tgtccccgct tcgaataaca 
gtaacggacc tagtgtaatt cctgatctct 
atcattttcc tgcgtccgtt ccagggttaa 
atgttacatt gggaatagac caccctattc 
ccatgaatta taataatcaa ttcagcaacg 
tgtcccattc acgtacacct ttgtttcggt 
ccccggtcct ctaa 



ctattatgta ttccaataac gccaccgaat 162 0 
ccgtgatgtt gacggcatgt ctgtctgatc 168 0 
ctttgatcaa gcaacttgcc atagagacct 1740 
tttcgcaagc tttgttaata ttgtgcattt 1800 
attgttctta ccgttttgta ggattagcaa 1860 
gaggtgaatt catttctgaa ttcacaagaa 192 0 
ggagaactag gacttggctg ggaatatttt 1980 
gtttgccacc aacttcacag acagactatt 2 04 0 
aagaatcaga agaagataac aatgacagta 2100 
agaaagacga gccgcacgtt gaaagtaaat 2160 
tcagcctggc gaatttccaa gcaaaattgt 2220 
ctgatggttt attggaacca aagtatcgtg 2280 
tagatttatt agcaaaaact ttaaatttcc 2340 
tttatgttaa attaactgtc tgttgttttg 2400 
aaattccata tgtcacagag gcctatctaa 2460 
atcttttaga aacacaccaa ttaattgaac 2520 
tttctgcact gattctcttt aaattgcagt 2580 
attcagcaag gcaatccgtg gtcactatcc 2640 
gggccactag tgttgagaat gatatttcga 2 7 00 
tcgtactgat catgcatcca gaagtttttg 2760 
gatcacattt aacagggtct ctattctatg 282 0 
gaagggaaat ggatcccgaa tataacaagc 2 880 
aattttcctc aaatggtatc tacaatggca 2940 
aactatatcc attgccacta tataaccata 3000 
aaacaacacc aagtggaacc actgttacca 3 060 
aggcagaaaa gctagccaag acaaataacg 312 0 
acgggatacc tctttccatg ctcggggaaa 3180 
ctaatacctc gaatagtaac gattataata 3240 
acatatcaat tccctctaat tcaatttatc 3300 
atccacaaag tactaaggta gactattata 3360 
ccatgaaaag atcagtaagc actcccgtta 3420 
ggaaccaccc cgttggcaac ttatctaata 34 80 
caagggagca cagtaattta caaaatgtca 3 54 0 
ccaacgcgat tggaagatca caaagtagta 3600 
caatatatga cagttggatt ccgcgtccga 3 660 

3674 



<210> 10 
<211> 1057 
<212> PRT 

<213> Candida albicans 
<400> 10 

Met Val Lys Asp Asn Arg Asp Ser Asp Gin Asp Gin Asp Phe Ser Ser 
1 5 10 15 

Ala His Met Lys Arg Gin Pro Glu Gin Gin Gin Leu Gin Gin His Gin 
20 25 30 

Phe Pro Ser Lys Lys Gin Arg lie Ser His His Asp Asp Ser His Gin 
35 40 45 

lie Asn His Arg Pro Val Thr Ser Cys Thr His Cys Arg Gin His Lys 
50 55 60 

lie Lys Cys Asp Ala Ser Gin Asn Phe Pro His Pro Cys Ser Arg Cys 
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65 70 75 80 

Glu Lys lie Gly Leu His Cys Glu lie Asn Pro Gin Phe Arg Pro Lys 
85 90 95 

Lys Gly Ser Gin Leu Gin Leu Leu A^g Gin Asp Val Asp Glu lie Lys 
100 105 110 

Ser Lys Leu Asp Thr Leu Leu Ala Asn Asp Ser Val Phe Val His Leu 
115 120 125 

Leu Gin Gin lie Pro Met Gly Asn Ser Leu Leu Asn Lys Leu Asn Leu 
130 135 140 

His Pro Thr Pro Thr Pro Gly Thr He He Pro Asn Pro Asp Ser Ser 
145 150 155 160 

Pro Ser Ser Gly Ser Pro Thr Ser Ser Ala Ala Gin Arg Asp Ser Lys 
165 170 175 

Val Ser Val Gin Thr Tyr Leu Ser Arg Glu Pro Gin Leu Leu Gin Ala 
180 185 190 

Asn Gin Gly Ser Asn Thr Asn Lys Phe Lys Ala Asn Asn Glu Ala Ser 
195 200 205 

Ser His Met Thr Leu Arg Ala Ser Ser Leu Ala Gin Asp Ser Lys Gly 
210 215 220 

Leu Val Ala Thr Glu Pro Asn Lys Leu Pro Pro Leu Leu Asn Asp Ser 
225 230 235 240 

Ala Leu Pro Asn Asn Ser Lys Glu Ser Leu Pro Pro Ala Leu Gin Met 
245 250 255 

Ala Phe Tyr Lys Asn Asn Ser Ala Gly Asn Thr Pro Asn Gly Pro Phe 
260 265 270 

Ser Pro He Gin Lys Thr Tyr Ser Pro His Thr Thr Ser Thr Thr Val 
275 280 285 

Thr Thr Thr Thr Asn Gin Pro Pro* Phe Ala Ala Thr Ser His Val Ala 
290 295 300 

Thr Asn Asn Asn Ala Asp Arg Thr Lys Thr Pro Val Val Ala Thr Thr 
305 310 315 320 

Thr Thr Met Pro Leu Leu Pro Ser Pro His Ala Asn Val Asp Glu Phe 
325 330 335 

Val Leu Gly Asp He Ser He Ser He Glu Lys Ala Asn Arg Leu His 

340 345 350 

His He Phe Val Thr Arg Tyr Leu Pro Tyr Phe Pro He Met Tyr Ser 
355 360 365 

Asn Asn Ala Thr Glu Leu Tyr Ser Gin Ser Gin Leu Leu Phe Trp Thr 
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370 375 380 

Val Met Leu Thr Ala Cys Leu Ser Asp Pro Glu Pro Thr Met Tyr Cys 
385 390 395 400 

Lys Leu Ser Ser Leu lie Lys Gin Leu Ala lie Glu Thr Cys Trp lie 
405 410 415 

Arg Thr Pro Arg Ser Thr His lie Ser Gin Ala Leu Leu lie Leu Cys 
420 425 430 

lie Trp Pro Leu Pro Asn Gin Lys Val Leu Asp Asp Cys Ser Tyr Arg 
435 440 445 

Phe Val Gly Leu Ala Lys Ser Leu Ser Tyr Gin Leu Gly Leu His Arg 
450 455 460 

Gly Glu Phe lie Ser Glu Phe Thr Arg Thr Gin Thr Ser Met Pro Asn 
465 470 475 480 

Ala Glu Lys Trp Arg Thr Arg Thr Trp Leu Gly lie Phe Phe Ala Glu 
485 490 495 

Leu Cys Trp Ala Ser lie Leu Gly Leu Pro Pro Thr Ser Gin Thr Asp 
500 505 510 

Tyr Leu Leu Glu Lys Ala Leu Ser Cys Gly Asp Glu Glu Ser Glu Glu 
515 520 525 

Asp Asn Asn Asp Ser lie Asp Asn Asn Asn Asn Asp Lys Arg Asn Lys 
530 535 540 

Lys Asp Glu Pro His Val Glu Ser Lys Tyr Lys Leu Pro Gly Ser Phe 
545 550 555 560 

Arg Arg Leu Leu Ser Leu Ala Asn Phe Gin Ala Lys Leu Ser His lie 
565 570 575 

lie Gly Ser Ser Thr Ser Ser Pro Asp Gly Leu Leu Glu Pro Lys Tyr 
580 585 590 

Arg Ala Glu Thr Leu Ser lie Leu Gly Lys Glu Leu Asp Leu Leu Ala 
595 600 605 

Lys Thr Leu Asn Phe Gin Ser Asp Asp Thr Val Asn lie Tyr Phe Leu 
610 615 620 

Tyr Val Lys Leu Thr Val Cys Cys Phe Ala Phe Leu Pro Glu Thr Pro 
625 630 635 640 

Pro Thr Asp Gin He Pro Tyr Val Thr Glu Ala Tyr Leu Thr Ala Thr 

645 650 655 

Lys He Val Thr Leu Leu Asn Asn Leu Leu Glu Thr His Gin Leu He 
660 665 670 



Glu Leu Pro He Tyr He Arg Gin Ala Ala Thr Phe Ser Ala Leu He 
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675 680 685 

Leu Phe Lys Leu Gin Leu Thr Pro Leu Leu Pro Asp Lys Tyr Phe Asp 
690 695 700 

Ser Ala Arg Gin Ser^Val Val Thr lie His Arg Leu Tyr Arg Asn Gin 
705 710 715 720 

Leu Thr Ala Trp Ala Thr Ser Val Glu Asn Asp lie Ser Arg Thr Ala 
725 730 735 

Ser Met Leu Glu Lys Leu Asn Phe Val Leu lie Met His Pro Glu Val 
740 745 750 

Phe Val Glu Glu Asp Gly lie lie Ser Arg Met Arg Ser His Leu Thr 
755 760 765 

Gly Ser Leu Phe Tyr Asp Leu Val Trp Cys Val His Glu Ala Arg Arg 
770 775 780 

•Arg Glu Met Asp Pro Glu Tyr Asn Lys Gin Ala Leu Glu Lys Ala Ala 
785 790 795 800 

Lys Lys Arg Lys Phe Ser Ser Asn Gly lie Tyr Asn Gly Thr Ser Ser 
805 810 815 

Thr Gly Gly lie Thr Asp Arg Lys Leu Tyr Pro Leu Pro Leu Tyr Asn 
820 825 830 

His lie Ser Arg Asp Asp Phe Glu Thr Val Thr Lys Thr Thr Pro Ser 
835 840 845 

Gly Thr Thr Val Thr Thr Leu Val Pro Thr Lys Asn Ala Leu Lys Gin 
850 855 860 

Ala Glu Lys Leu Ala Lys Thr Asn Asn Gly Asp Ser Asp Gly Ser lie 
865 870 875 880 

Met Glu lie Asn Gly lie Pro Leu Ser Met Leu Gly Glu Thr Gly Ser 
885 890 895 

Val Lys Phe Gin Ser Leu Phe Ala Asn Thr Ser Asn Ser Asn Asp Tyr 
900 905 910 

Asn Asn Asn Arg Thr Leu Leu Asp Ala Ser Asn Asp lie Ser lie Pro 
915 920 925 

Ser Asn Ser lie Tyr Pro Val Ala Ser Val Pro Ala Ser Asn Asn Asn 
930 935 940 

Pro Gin Ser Thr Lys Val Asp Tyr Tyr Ser Asn Gly Pro Ser Val lie 
945 950 955 960 

Pro Asp Leu Ser Met Lys Arg Ser Val Ser Thr Pro Val Asn His Phe 
965 970 975 

Pro Ala Ser Val Pro Gly Leu Arg Asn His Pro Val Gly Asn Leu Ser 



i O 41 3 O Oi J.. Q n. .1 2 S S O A 
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980 985 990 

Asn Asn Val Thr Leu Gly lie Asp His Pro lie Pro Arg Glu His Ser 
995 1000 1005 

Asn Leu Gin Asn Val Thr Met Asn Tyr Asn Asn Gin Phe Ser Asn Ala 
1010 1015 1020 

Asn Ala lie Gly Arg Ser Gin Ser Ser Met Ser His Ser Arg Thr Pro 
1025 1030 1035 1040 

Leu Phe Arg Ser lie Tyr Asp Ser Trp lie Pro Arg Pro Thr Pro Val 
1045 1050 1055 

Leu 



<210> 11 
<211> 854 
<212> DNA 

<213> Candida albicans 



<400> 11 

tagtggagta 

ttgatatgtt 

acccaattgg 

aattatgaaa 

tgtatatgtg 

aatgttgtat 

attttcggcg 

aaaggttgag 

taaaaataat 

ggaaggcgga 

aaaaagctga 

accttaccgt 

aggccatctt 

tatatcaaga 

catttggcag 



cgaattagtt 
aagcaagacc 
tgatgaagaa 
acaactcata 
taagtttacg 
aatacccgtg 
gcggcaaaaa 
gaggggattg 
tactagagac 
gtcggagagg 
aaagtcagat 
agggcaattt 
catttttgtc 
acacaaggat 
gtag 



aaagatacta 
tgtagatccg 
caatctatta 
taaatacgta 
tttaagttag 
aaatcatagc 
tatttggtat 
ataagagaat 
atgaagtcta 
attgctgaca 
attccagaga 
gtttatgtta 
aatgatactt 
aaggacgggt 



tcgactttga 
acattgccaa 
atgacaccat 
caaatttttc 
agtcatgtaa 
acatgatata 
aattatggaa 
ctaataattg 
catttaagtc 
ggttcaagaa 
ttgataagcg 
taagaaagag 
tgccacctac 
ttttgtatgt 



agccattgtc 
atatgacggc 
tttcaaatta 
tctactcgaa 
tgctaactgt 
tcatcacccg 
atacaaaaag 
taaagttgag 
tgaatatcca 
taggatacct 
taaatatcta 
aattatgcta 
t^9^99<^9ttg 
cacttactca 



aaagaacatt 
tcaaagacag 
aaagtgttca 
gtgatataga 
ctccaccgat 
gaggccggtt 
gggaaccatt 
aaaatcataa 
tttgaaaaaa 
gtgatttgcg 
gttcctgctg 
ccccctgaga 
atgtctgcca 
ggagaaaata 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

854 



<210> 12 
<211> 117 
<212> PRT 

<213> Candida albicans 
<400> 12 

Met Lys Ser Thr Phe Lys Ser Glu Tyr Pro Phe Glu Lys Arg Lys Ala 
1 '5 10 15 

Glu Ser Glu Arg lie Ala Asp Arg Phe Lys Asn Arg lie Pro Val lie 
20 25 30 

Cys Glu Lys Ala Glu Lys Ser Asp lie Pro Glu lie Asp Lys Arg Lys 
35 40 45 
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Tyr Leu Val Pro Ala Asp Leu Thr Val Gly Gin Phe Val Tyr Val He 
50 55 60 

Arg Lys Arg He Met Leu Pro Pro Glu Lys Ala He Phe He Phe Val 
65 70 75 80 

Asn Asp Thr Leu Pro Pro Thr Ala Ala Leu Met Ser Ala He Tyr Gin 
85 90 95 

Glu His Lys Asp Lys Asp Gly Phe Leu Tyr Val Thr Tyr Ser Gly Glu 
100 105 110 

Asn Thr Phe Gly Arg 
115 



<210> 13 
<211> 1145 
<212> DNA 

<213> Candida albicans 



<400> 13 

gcagcagcaa 

caaggtgcat 

aagtgctttt 

atgcgtccaa 

acacaaaatt 

gtggtatttc 

ccattagtta 

aaaaccaccg 

aacaaactaa 

tcaacaacga 

caccaagacg 

gaccaaataa 

tcgacaatga 

cagttgatat 

aaagcaagaa 

gtgaaattcc 

gctctggtaa 

acattaaagc 

agaaggatgg 

actaa 



ctccgtgtgt 
tgttggatcg 
tcaagcattg 
aaatataggg 
aagtaatatg 
ataacaacgg 
gagatctgtt 
ataaagatat 
acaaattaac 
agttgatgcc 
tcagttagca 
ctatgctggc 
cttgtccctg 
tttggaccat 
ggacattgat 
atctaccttg 
gttcaagaga 
agactacgca 
taagaaccac 



acccctaact 
gaatagtaac 
cttgatttct 
tgctcgtaac 
cgagttttag 
ttctttttca 
tttaatccat 
atcagatctc 
atgtcattta 
tttaacagat 
aacacacccg 
gctctttatg 
ttcccatctg 
gacaacaact 
attgagtacc 
aatgaagaga 
gtcatcactt 
aatggtgttt 
gtcaagaaga 



ccgtgtgtac 
cgtctttaca 
agaaagatcg 
agtaaggtat 
atgtccttgc 
cccttattcc 
tcacctttca 
tattaaaaca 
acagtccatt 
tgctgggtga 
caaaggattc 
atcccagaga 
gtttcggttt 
acgagttgaa 
atcaaaacaa 
gtaaagacaa 
tgccagacta 
tgacattaac 
ttgaggtttc 



ccctaaagaa 
tgaacatcca 
atggttattc 
tcgcacttag 
ggatctatgc 
taaacatata 
ttctactctc 
ggtatccaaa 
ttttgatttc 
aggcggctta 
tactggcaag 
tgaaacctta 
ccctagaagt 
agtcgtggtt 
gaaccaaatt 
ggtcaaggtc 
cccaggtgtg 
agttccaaaa 
ttctcaagaa 



ccttgcctgt 
caaccaacga 
cctccccctt 
cgtgctcgca 
acgttcttga 
aataggacct 
ttatactaat 
aaagcaaaca 
tttgacaaca 
agaggctacg 
gaagttgcta 
gatgattggt 
gtcgcagttc 
cctggtgtca 
ttggtttctg 
aaggagagca 
gatgcagaca 
ttgaagcctc 
tcgtggggta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1145 



<210> 14 
<211> 214 
<212> PRT 

<213> Candida albicans 



<400> 14 

Met Ser Phe Asn Ser Pro Phe Phe Asp Phe Phe Asp Asn He Asn Asn 
1 5 10 15 

Glu Val Asp Ala Phe Asn Arg Leu Leu Gly Glu Gly Gly Leu Arg Gly 
20 25 30 
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Tyr Ala Pro Arg Arg Gin Leu Ala Asn Thr Pro Ala Lys Asp Ser Thr 
35 40 45 

Gly Lys Glu Val Ala Arg Pro Asn Asn Tyr Ala Gly Ala Leu Tyr Asp 
50 55 - 60 

Pro Arg Asp Glu Thr Leu Asp Asp Trp Phe Asp Asn Asp Leu Ser Leu 
65 70 75 80 

Phe Pro Ser Gly Phe Gly Phe Pro Arg Ser Val Ala Val Pro Val Asp 
85 90 95 

He Leu Asp His Asp Asn Asn Tyr Glu Leu Lys Val Val Val Pro Gly 
100 105 110 

Val Lys Ser Lys Lys Asp He Asp He Glu Tyr His Gin Asn Lys Asn 
115 120 125 

Gin He Leu Val Ser Gly Glu He Pro Ser Thr Leu Asn Glu Glu Ser 
130 135 140 

Lys Asp Lys Val Lys Val Lys Glu Ser Ser Ser Gly Lys Phe Lys Arg 
145 150 155 160 

Val He Thr Leu Pro Asp Tyr Pro Gly Val Asp Ala Asp Asn He Lys 
165 170 175 

Ala Asp Tyr Ala Asn Gly Val Leu Thr Leu Thr Val Pro Lys Leu Lys 
180 185 190 

Pro Gin Lys Asp Gly Lys Asn His Val Lys Lys He Glu Val Ser Ser 
195 200 205 

Gin Glu Ser Trp Gly Asn 
210 



<210> 15 
<211> 3377 
<212> DNA 

<213> Candida albicans 



<400> 15 

agaaggatgg 

actaaagtga 

tggcttgaaa 

tatatgagtt 

atttttgact 

aacaacgcgc 

cttctacttc 

aaaaataaaa 

aatcgagttt 

tcctacagga 

aaatgcagat 

ataagtacac 

ccaaagttac 



taagaaccac 
cctggctcta 
catatgtcat 
gatgaataaa 
aagttttaac 
tgttggaggt 
tgggaaaggc 
cgcgaagagc 
ttgtattgaa 
ggtaaaaaac 
accgaaatat 
acaactcaaa 
tgtcaacttg 



gtcaagaaga 
tagtgttgtc 
cacatctgag 
tagttataaa 
gaaggaatct 
atctctatgg 
atttttactc 
taaaaaaaaa 
atggcggtaa 
agctcggtat 
gagaacaagc 
ccaaccgcca 
aaaagaagca 



ttgaggtttc 
Gctctcgcga 
cgattttacc 
aacttgcttt 
aacctcgttc 
atgtggcttg 
gatcgcgtta 
aaagaaaacc 
taagcgttaa 
atcaaacggt 
cattcaagcc 
ctgcagtcac 
tttcggcggg 



ttctcaagaa 
ggaccattgt 
tcttagaatt 
ggcttcgata 
ttgtaattac 
aaatatggat 
atatatgcat 
tactataaat 
acctcgacga 
atttgattcc 
tccaagaagg 
aacagcccct 
acctacttta 



tcgtggggta 
tgcttgcata 
agtttagata 
tatgaccgtt 
caaaatcttc 
gtcttgccta 
caagaaaata 
aaccgattag 
agagagaaga 
ggtactactc 
gttggatcaa 
atatctaaag 
aatcttgcca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 
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agaagccgaa taatctgtcc tcaaatgaaa 
agcctactac caaaaagcac aagacttgga 
gtagcgataa gttatgcttt tataacgaag 
caagtgattc agattctctc ttcgaaactc 
tggattacga attgaaggaa aatgcagaaa 
acatgggaaa tcccagccca ccgaccacaa 
atgacggtgg caaataccaa atgcctctgt 
gattcaaatc agtaacaaag caaacaaatg 
aaaattccaa agccaaaaaa tattatccag 
tagtaatgaa caaaaatgca gccgctgaag 
aattcttgcg ccctcatcag agggaagggg 
tggcaagacc aactattgaa aatccggata 
aaaatgactc agatattagt ggatgccttt 
taatgagtat aactttgatt tggacattaa 
catgttcgca atcaggcata ccattaactg 
ccgttacttt aataggaaat tggaaaagag 
taggtgtttt gacattaagc tcaaggaatt 
attttttaaa agtgcaacga acttatcaag 
gtgtttctga agaattagag aaaaataaac 
gccatcgact aaaaaacggg gcttctaaaa 
gaaggaagct tttgcttacg ggaactccta 
ttatagattt cataaaccca ggaatccttg 
ttatccctat aactagagcc agagacactg 
agggggaaga aaggtcaaaa gagatgatag 
caaatgcgat tttagaaaag taccttcctc 
catacagcca acagatattg gcattcaaag 
gacaattgac gttcagttct tcgctaggac 
ctcctggatt ggttggctca gatccctatt 
aggacagcta tagtcgttct ttgaactctg 
aaggtattag gaagggtacc aaggagaagg 
tggatataat tgaaaatttg atgaatatgg 
ccatacctgc taaacaaagg gactctatcg 
ttggattctt gttgagtgca aaatcgggag 
gacttatttt atttgataat gattggaatc 
ttcatagaga tggtcaaaaa aagccgtgct 
tcgatgagaa aatattgcaa aggcaattaa 
gtgactcgga gatgagaaat aaagaatctt 
tgaaggacct gttttctgtc catacagata 
cttgcgatgg tttaggtgag gaaattgaat 
tagagctgag aaagcgtagc actacgacat 
tgaatgaagc agccaccaac gatgatgcca 
ttcattataa gcatatcgat ccagcaagac 
attcgttcac cgaattgaaa gatagtatta 
gtctcagaga acaatga 



acactagata ttttactatc atgtacagga 840 
gtggtgatgg ctacgctacc ttaaaagcca 900 
cagggaaatt tcttgggtca agtatgctac 960 
ttttcaaagc aggctccaat gaagtacaat 1020 
tacgtagcgc caaagaagcc ttatcacaaa 1080 
gcacaacaga aacagtgcct tctacgaaga 1140 
ctcagctgtt ttcactaaac actgtgaaaa 1200 
aacacatgac cacagtacct aaaaccagtc 1260 
tatttgatgt caacaaaatc gataatccta 1320 
ttgacgtaat tgttgatcca ttactgggca 13 80 
tgaagttcat gtatgattgc ttaatgggct 1440 
tcgattgtac tactaaaagt ttagtgttag 1500 
tggctgatga tatgggttta ggtaaaacac 1560 
ttaggcaaac tccttttgca tcaaaagttt 1620 
gactttgtaa gaagatttta gtcgtttgtc 1680 
aatttggaaa atggttaaat ttgtcaagaa 1740 
ctcctgatat ggataaaatg gctgtcagaa 1800 
tcttgattat tggctacgaa aaactcttga 1860 
atttgattga catgctggtg tgtgacgaag 1920 
ttttaaatac gctgaagagt ttagacataa 1980 
tacaaaatga tcttaatgag tttttcacta 2040 
gaagcttcgc ttctttcaaa agaagattca 210 0 
caaacagata caacgaagaa ttgttggaaa 2160 
aaattacgaa aagatttatt ttgagacgaa 2220 
caaagacgga tataatttta ttctgtaaac 2280 
atattttgca gggcgcacgt ttagattttg 2340 
taataacatt actgaaaaag gtttgtaact 2400 
acaaatcaca tataaaggat acccaatctc 2460 
gtaagttaaa ggtattaatg acattactag 2520 
tcgtcgtagt gtctaactac actcaaacat 2580 
ctgggatgtc acattgcaga ctcgacggtt 2640 
tcacatcttt caatcggaat ccagccatat 2700 
gtgtaggatt gaatctagtc ggtcgttcgc 2760 
cttcagtaga tttgcaagcg atgtcacgaa 282 0 
tcatatatag acttgtcaca actgggtgta 2880 
tgaagaacag tttgagccaa aaatttctag 2 94 0 
ctaatgatga tcttttcaat aaagaggact 3000 
ccaagagtaa cacacatgac ttaatttgtt 3060 
atcctgaaac aaatcaacag cagaacaccg 3120 
ggacaagtgc gctggattta caaaagaaaa 3180 
aaaagtcaca atacattagg caatgtctcg 324 0 
aagatgaatt atttgatgag gttatcacag 33 00 
cctttgcgtt tgtaaagccc ggcgagatat 3360 

3377 



<210> 16 
<211> 958 
<212> PRT 

<213> Candida albicans 

.<400> 16 

Met Ala Val lie Ser Val Lys Pro Arg Arg Arg Glu Lys lie Leu Gin 
15 10 15 

Glu Val Lys Asn Ser Ser Val Tyr Gin Thr Val Phe Asp Ser Gly Thr 
20 25 30 
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Thr Gin Met Gin lie Pro Lys Tyr Glu Asn Lys Pro Phe Lys Pro Pro 
35 40 45 

Arg Arg Val Gly Ser Asn Lys Tyr Thr Gin Leu Lys Pro Thr Ala Thr 
50 55 60 

Ala Val Thr Thr Ala Pro lie Ser Lys Ala Lys Val Thr Val Asn Leu 
65 70 75 80 

Lys Arg Ser lie Ser Ala Gly Pro Thr Leu Asn Leu Ala Lys Lys Pro 
85 90 95 

Asn Asn Leu Ser Ser Asn Glu Asn Thr Arg Tyr Phe Thr lie Met Tyr 
100 105 110 

Arg Lys Pro Thr Thr Lys Lys His Lys Thr Trp Ser Gly Asp Gly Tyr 
115 120 125 

Ala Thr Leu Lys Ala Ser Ser Asp Lys Leu Cys Phe Tyr Asn Glu Ala 
" 130 135 140 

Gly Lys Phe Leu Gly Ser Ser Met Leu Pro Ser Asp Ser Asp Ser Leu 
145 150 155 160 

Phe Glu Thr Leu Phe Lys Ala Gly Ser Asn Glu Val Gin Leu Asp Tyr 
165 170 175 

Glu Leu Lys Glu Asn Ala Glu lie Arg Ser Ala Lys Glu Ala Leu Ser 
ISO 185 190 

Gin Asn Met Gly Asn Pro Ser Pro Pro Thr Thr Ser Thr Thr Glu Thr 
195 200 205 

Val Pro Ser Thr Lys Asn Asp Gly Gly Lys Tyr Gin Met Pro Leu Ser 
210 215 220 

Gin Leu Phe Ser Leu Asn Thr Val Lys Arg Phe Lys Ser Val Thr Lys 
225 230 235 240 

Gin Thr Asn Glu His Met Thr Thr Val Pro Lys Thr Ser Gin Asn Ser 
245 250 255 

Lys Ala Lys Lys Tyr Tyr Pro Val Phe Asp Val Asn Lys lie Asp Asn 

260 265 270 

Pro lie Val Met Asn Lys Asn Ala Ala Ala Glu Val Asp Val lie Val 
275 280 285 

Asp Pro Leu Leu Gly Lys Phe Leu Arg Pro His Gin Arg Glu Gly Val 
290 295 300 

Lys Phe Met Tyr Asp Cys Leu Met Gly Leu Ala Arg Pro Thr lie Glu 
305 310 315 320 

Asn Pro Asp lie Asp Cys Thr Thr Lys Ser Leu Val Leu Glu Asn Asp 
325 330 335 
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Ser Asp lie Ser Gly Cys Leu Leu Ala Asp Asp Met Gly Leu Gly Lys 
340 345 350 

Thr Leu Met Ser He Thr Leu He Trp Thr Leu He Arg Gin Thr Pro 
355 360 365 

Phe Ala Ser Lys Val Ser Cys Ser Gin Ser Gly He Pro Leu Thr Gly 
370 375 380 

Leu Cys Lys Lys He Leu Val Val Cys Pro Val Thr Leu He Gly Asn 
385 390 395 400 

Trp Lys Arg Glu Phe Gly Lys Trp Leu Asn Leu Ser Arg He Gly Val 
405 410 415 

Leu Thr Leu Ser Ser Arg Asn Ser Pro Asp Met Asp Lys Met Ala Val 
420 425 430 

Arg Asn Phe Leu Lys Val Gin Arg Thr Tyr Gin Val Leu He He Gly 
435 440 445 

Tyr Glu Lys Leu Leu Ser Val Ser Glu Glu Leu Glu Lys Asn Lys His 
450 455 460 

Leu He Asp Met Leu Val Cys Asp Glu Gly His Arg Leu Lys Asn Gly 
465 470 475 480 

Ala Ser Lys He Leu Asn Thr Leu Lys Ser Leu Asp He Arg Arg Lys 
485 490 495 

Leu Leu Leu Thr Gly Thr Pro He Gin Asn Asp Leu Asn Glu Phe Phe 
500 505 510 

■Thr He He Asp Phe He Asn Pro Gly He Leu Gly Ser Phe Ala Ser 
515 520 525 

Phe Lys Arg Arg Phe He He Pro He Thr Arg Ala Arg Asp Thr Ala 
530 535 540 

Asn Arg Tyr Asn Glu Glu Leu Leu Glu Lys Gly Glu Glu Arg Ser Lys 
545 550 555 560 

Glu Met He Glu He Thr Lys Arg Phe He Leu Arg Arg Thr Asn Ala 
565 570 575 

He Leu Glu Lys Tyr Leu Pro Pro Lys Thr Asp He He Leu Phe Cys 
580 585 590 

Lys Pro Tyr Ser Gin Gin He Leu Ala Phe Lys Asp He Leu Gin Gly 
595 600 605 

Ala Arg Leu Asp Phe Gly Gin Leu Thr Phe Ser Ser Ser Leu Gly Leu 
610 615 620 

He Thr Leu Leu Lys Lys Val Cys Asn Ser Pro Gly Leu Val Gly Ser 
625 630 635 640 
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Asp Pro Tyr Tyr Lys Ser His lie Lys Asp Thr Gin Ser Gin Asp Ser 
645 650 655 

Tyr Ser Arg Ser Leu Asn Ser Gly Lys Leu Lys Val Leu Met Thr Leu 
660 665 670 

Leu Glu Gly lie Arg Lys Gly Thr Lys Glu Lys Val Val Val Val Ser 
675 680 685 

Asn Tyr Thr Gin Thr Leu Asp lie lie Glu Asn Leu Met Asn Met Ala 

690 695 700 ■ 

Gly Met Ser His Cys Arg Leu Asp Gly Ser lie Pro Ala Lys Gin Arg 
705 710 715 720 

Asp Ser lie Val Thr Ser Phe Asn Arg Asn Pro Ala lie Phe Gly Phe 
725 730 735 

Leu Leu Ser Ala Lys Ser Gly Gly Val Gly Leu Asn Leu Val Gly Arg 
740 745 750 

Ser Arg Leu lie Leu Phe Asp Asn Asp Trp Asn Pro Ser Val Asp Leu 
755 760 765 

Gin Ala Met Ser Arg lie His Arg Asp Gly Gin Lys Lys Pro Cys Phe. 
770 775 780 

lie Tyr Arg Leu Val Thr Thr Gly Cys lie Asp Glu Lys lie Leu Gin 
785 790 795 800 

Arg Gin Leu Met Lys Asn Ser Leu Ser Gin Lys Phe Leu Gly Asp Ser 
805 810 815 

Glu Met Arg Asn Lys Glu Ser Ser Asn Asp Asp Leu Phe Asn Lys Glu 
820 825 830 

Asp Leu Lys Asp Leu Phe Ser Val His Thr Asp Thr Lys Ser Asn Thr 
835 840 845 

His Asp Leu He Cys Ser Cys Asp Gly Leu Gly Glu Glu He Glu Tyr 
850 855 860 

Pro Glu Thr Asn Gin Gin Gin Asn Thr Val Glu Leu Arg Lys Arg Ser 
865 870 875 880 

Thr Thr Thr Trp Thr Ser Ala Leu Asp Leu Gin Lys Lys Met Asn Glu 
885 890 895 

Ala Ala Thr Asn Asp Asp Ala Lys Lys Ser Gin Tyr He Arg Gin Cys 
900 905 910 

Leu Val His Tyr Lys His He Asp Pro Ala Arg Gin Asp Glu Leu Phe 
915 920 925 

Asp Glu Val He Thr Asp Ser Phe Thr Glu Leu Lys Asp Ser He Thr 
930 935 940 
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Phe Ala Phe Val Lys Pro Gly Glu lie Cys Leu Arg •Glu Gin 
945 950 955 



<210> 17 
<211> 3341 
<212> DNA 

<213> Candida albicans 



<400> 17 

agatcctaaa 

ttgacatttt 

caaacaaggg 

tccaccacta 

atttttcaac 

cccttttttc 

gatatttgaa 

tactgtttcg 

cacaagcggt 

ttgtattcaa 

tgaatataca 

gaatccatca 

aatccatcat 

tcagcaaatc 

tgaccaataa 

tgattccctt 

tcaattccac 

tttataaata 

ttgagtttct 

agaaatgttg 

tatattgttt 

tcttgtcttt 

acaacaaata 

caaagaaatc 

tattaattac 

ctaaggtttt 

ttattgatac 

ttcaatttag 

atggaccaaa 

catcagatat 

catttgattt 

tttctacaat 

aagtcgattt 

acgataagcc 

tcttagttat 

agagctgtaa 

acctagcaaa 

agcatgttag 

acgttgcaaa 

aagtctttga 

aaagaaaagg 

cttctgccaa 

tatcctcagc 

tcaaagctgt 

gtactgaaaa 



acagcacgaa 
ttttcactct 
cacttttttt 
catcagtgtg 
tgaaaaatag 
cccgttgcaa 
cagtcgctcc 
gtcgatttat 
tgagcatact 
taaaacttcg 
ttctattatc 
ggataatgcg 
accatatcat 
aaaaatactg 
tcccaaacaa 
ctcctttttt 
atactcgctg 
tgaaccattt 
tcaagataaa 
ttttattcct 
tgcgttggaa 
tttgcctact 
tttcgtagaa 
taaagaagct 
actatttctt 
caatgccttt 
aaagcgctat 
catggaaaac 
tcctaacttt 
gaaaatttgg 
ggacgccaac 
ttggccacta 
gaggaaagct 
atcctctgtg 
gttctccatc 
tataccaggt 
tccaataaac 
tgttgctatt 
tggcattgtg 
aaaaattccc 
gtctgcgaat 
tggatatgag 
ctcctcgcct 
tgataacgat 
aagaaattct 



gcatattatt 
gcgagaaact 
tatctttttt 
aaagactgta 
ttttcttttt 
ttatttctat 
aataaccgtt 
ggctaatttg 
atgtcgcaga 
agtgcaaacg 
gaacctggcc 
aaaccgcttt 
gatactgaat 
gaggctccaa 
tccttatatt 
ggattatcaa 
ttcgccatcc 
tggtctgata 
cagaaagccc 
gtggctttgt 
attttctaca 
atacttattt 
ccaatgacaa 
aagaactttg 
tatctgccaa 
tcaatattgg 
gaagatcaat 
tttgttccaa 
gtcaaagctg 
tcaaaggtta 
ttcaaaaagc 
gctccattta 
gtgctttata 
tctaataccc 
ttaggttgtg 
gtcggcgctc 
cactcgtgga 
ttcttccttt 
ccaaagcatg 
tcccctgaat 
gagaagttgc 
gcacatgctg 
tcattatctt 
acagccggat 
ttggtgaagg 



gcgcataatt 
tctctttttt 
ttttctctgt 
aaagctttct 
gcagctatta 
aagggaagct 
ctcaccatca 
tcaaatacat 
caattacatc 
agaagagttt 
atgatctgca 
tttcattttt 
tgtccgatga 
aacagtatga 
ttgcattctt 
ttagattttt 
tatggacatt 
gactgagtaa 
aaaaaaaagc 
tgtttggcgc 
agcaaattta 
gcacgtttac 
agtgggaaaa 
ttattatttt 

tggggcattt 

cccgtttacc 
ttttctactt 
gccttgttag 
agagtgaaat 
agtcgtacca 
ttcttctaca 
tctgtttgat 
gtaaacctga 
aaaaactgac 
ttatcactgc 
atacttccat 
taaatattgt 
tctctagtat 
tagttaacgt 
ttaattcgaa 
accaagaact 
ccactcatgc 
cttcttcttc 
ctgctggtaa 
tgcctaccgt 



tgttcttgta 
tttccttcta 
tgttttcaaa 
gataaataag 
ttgacttcat 
ggaaataggg 
ttaacatttt 
ttgaaaaaga 
tctagatccg 
gaatgtcgaa 
aacaagctat 
gcagaatctg 
tttgcataaa 
gttgtacaac 
acagaactat 
atctaatttt 
gtcatttaca 
atactcatca 
tagttcggtt 
aatattacta 
taacggccca 
tccggtttta 
tcatagcagt 
tctatccagt 
gttgaccgca 
tacccatgat 
tattgttatc 
cattgctcag 
cggtaaagct 
aacagacccc 
attcgggtat 
agtcaatttg 
gtattttcca 
ggttggtcta 
tactttgacc 
ccatacgaat 
actatatgct 
tttgaaatct 
gcaaaaccca 
taacgaaaaa 
cggtgagaaa 
caacaatgat 
tagcagcaaa 
aaagccattg 
tggctcatat 



ggatcttttc 
gggacgaaaa 
acaaaaagat 
cactttccat 
taagaaatat 
ggctggaaaa 
tgaaggtgaa 
ttaaaacaag 
aattgtgtta 
ttcaaacgtt 
gcgtttatta 
gacttcattg 
ctgatttcta 
ctatcgaatt 
ataaaatggt 
acgtatgaat 
gccttttggc 
ttttctacca 
atcatgttga 
tcattccagc 
atgatttcca 
actgtgattt 
gttgtgaatg 
tacgttcccc 
gaaataagaa 
tcagatttta 
aaccaactga 
cagaaaatta 
caactcagct 
tggggagcaa 
cttgttatgt 
attgtttacc 
tttccaatct 
tggaactctg 
tatatgtacc 
aaagcttggt 
gtttttattg 
tcccatgatg 
ccaaaacaag 
gaactagttc 
cagcctgcct 
ccgtcttctt 
accggtgtag 
gccacagaaa 
ggtgttgcgg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 
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gcgccacttt 
acggtaaatc 
acaccttagg 
gaaaaattga 
aggccaaaga 
ttgtcaacgc 
aaaagactga 
aggattctgc 
agccccacca 
acaattctaa 
ataaaaaggg 



accagaaaca 
cattagggat 
cacggaaagt 
tcaaataccc 
cgatgctgcc 
agctgttaac 
agtaagcacg 
gagaccatct 
tcatcatcac 
gacaaccgaa 
gctattgcat 



attccaacat 
gcgaaatcca 
aagcttttgc 
aaaattgctg 
actaagactc 
gataaccaat 
aaaaatggcc 
aataacaata 
caccaccgcc 
tcctcttcct 
aagctgaaaa 



ctaaaaatta 
gtgcagaatc 
cagatggtga 
ttactggtgg 
cactcattaa 
cgaaggtttc 
catcaagatc 
ctactactac 
atcgtgatgc 
cttcatcggc 
agaagcttta 



ctacttaagg 
ttccaacgcc 
cgccgttgat 
cgaaaataac 
agatgcaaat 
agtggctact 
tatttccacg 
tactactaca 
tggagtgaag 
ggcaaaggaa 



tttgatgagg 
accaataaca 
gcactaagta 
gaaaataccc 
attaagcctg 
gaacaaacaa 
aaggaaacta 
gatgctactc 
aatgtcacga 
aaaccaaaac 



2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3341 



<210> 18 
<211> 946 
<212> PRT 

<213> Candida albicans 
<400> 18 

Met Ser Gin Thr lie Thr Ser Leu Asp Pro Asn Cys Val lie Val Phe 
15 10 15 

Asn Lys Thr Ser Ser Ala Asn Glu Lys Ser Leu Asn Val Glu Phe Lys 
20 25 30 

Arg Leu Asn lie His Ser lie lie Glu Pro Gly His Asp Leu Gin Thr 
35 40 45 

Ser Tyr Ala Phe lie Arg lie His Gin Asp Asn Ala Lys Pro Leu Phe 
50 55 60 

Ser Phe Leu Gin Asn Leu Asp Phe lie Glu Ser lie lie Pro Tyr His 
65 70 75 80 

Asp Thr Glu Leu Ser Asp Asp Leu His Lys Leu lie Ser lie Ser Lys 
85 90 95 

Ser Lys lie Leu Glu Ala Pro Lys Gin Tyr Glu Leu Tyr Asn Leu Ser 
100 105 110 

Asn Leu Thr Asn Asn Pro Lys Gin Ser Leu Tyr Phe Ala Phe Leu Gin 
115 120 125 

Asn Tyr lie Lys Trp Leu lie Pro Phe Ser Phe Phe Gly Leu Ser lie 

130 135 140 

Arg Phe Leu Ser Asn Phe Thr Tyr Glu Phe Asn Ser Thr Tyr Ser Leu 
145 150 155 160 

Phe Ala lie Leu Trp Thr Leu Ser Phe Thr Ala Phe Trp Leu Tyr Lys 
165 170 175 

Tyr Glu Pro Phe Trp Ser Asp Arg Leu Ser Lys Tyr Ser Ser Phe Ser 
180 185 190 

Thr lie Glu Phe Leu Gin Asp Lys Gin Lys Ala Gin Lys Lys Ala Ser 
195 200 205 
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Ser Val lie Met Leu Lys Lys Cys Cys Phe lie Pro Val Ala Leu Leu 
210 215 220 

Phe Gly Ala lie Leu Leu Ser Phe Gin Leu Tyr Cys Phe Ala Leu Glu 
225 ' 230 235 240 

lie Phe Tyr Lys Gin lie Tyr Asn Gly Pro Met lie Ser lie Leu Ser 
245 250 255 

Phe Leu Pro Thr lie Leu lie Cys Thr Phe Thr Pro Val Leu Thr Val 

260 265 270 

lie Tyr Asn Lys Tyr Phe Val Glu Pro Met Thr Lys Trp Glu Asn His 
275 280 285 

Ser Ser Val Val Asn Ala Lys Lys Ser Lys Glu Ala Lys Asn Phe Val 
290 295 300 

lie lie Phe Leu Ser Ser Tyr Val Pro Leu Leu lie Thr Leu Phe Leu 
305 , 310 315 320 

Tyr Leu Pro Met Gly* His Leu Leu Thr Ala Glu lie Arg Thr Lys Val 
325 330 335 

Phe Asn Ala Phe Ser lie Leu Ala Arg Leu Pro Thr His Asp Ser Asp 
340 345 350 

Phe lie lie Asp Thr Lys Arg Tyr Glu Asp Gin Phe Phe Tyr Phe lie 
355 360 365 

Val lie Asn Gin Leu lie Gin Phe Ser Met Glu Asn Phe Val Pro Ser 
370 375 380 

Leu Val Ser lie Ala Gin Gin Lys lie Asn Gly Pro Asn Pro Asn Phe 
385 390 395 400 

Val Lys Ala Glu Ser Glu lie Gly Lys Ala Gin Leu Ser Ser Ser Asp 
405 410 415 

Met Lys lie Trp Ser Lys Val Lys Ser Tyr Gin Thr Asp Pro Trp Gly 
420 425 430 

Ala Thr Phe Asp Leu Asp Ala Asn Phe Lys Lys Leu Leu Leu Gin Phe 
435 440 445 

Gly Tyr Leu Val Met Phe Ser Thr lie Trp Pro Leu Ala Pro Phe lie 
450 455 460 

Cys Leu lie Val Asn Leu lie Val Tyr Gin Val Asp Leu Arg Lys Ala 
465 470 475 480 

Val Leu Tyr Ser Lys Pro Glu Tyr Phe Pro Phe Pro lie Tyr Asp Lys 
485 490 495 



Pro Ser Ser Val Ser Asn Thr Gin Lys Leu Thr Val Gly Leu Trp Asn 
500 505 510 
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Ser Val Leu Val Met Phe Ser lie Leu Gly Cys Val lie Thr Ala Thr 
515 520 525 

Leu Thr Tyr Met Tyr Gin Ser Cys Asn lie Pro Gly Val Gly Ala His 
530 535 540 

Thr Ser lie His Thr Asn Lys Ala Trp Tyr Leu Ala Asn Pro lie Asn 
545 550 555 560 

His Ser Trp lie Asn lie Val Leu Tyr Ala Val Phe lie Glu His Val 
565 570 575 

Ser Val Ala lie Phe Phe Leu Phe Ser Ser lie Leu Lys Ser Ser His 
580 585 590 

Asp Asp Val Ala Asn Gly He Val Pro Lys His Val Val Asn Val Gin 
595 600 605 

Asn Pro Pro Lys Gin Glu Val Phe Glu Lys He Pro Ser Pro Glu Phe 
610 615 620 

Asn Ser Asn Asn Glu Lys Glu Leu Val Gin Arg Lys Gly Ser Ala Asn 
625 630 635 640 

Glu Lys Leu His Gin Glu Leu Gly Glu Lys Gin Pro Ala Ser Ser Ala 
645 650 655 

Asn Gly Tyr Glu Ala His Ala Ala Thr His Ala Asn Asn Asp Pro Ser 
660 665 670 

Ser Leu Ser Ser Ala Ser Ser Pro Ser Leu Ser Ser Ser Ser Ser Ser 

675 680 685 

Ser Lys Thr Gly Val Val Lys Ala Val Asp Asn Asp Thr Ala Gly Ser 
690 695 700 

Ala Gly Lys Lys Pro Leu Ala Thr Glu Ser Thr Glu Lys Arg Asn Ser 
705 710 715 720 

Leu Val Lys Val Pro Thr Val Gly Ser Tyr Gly Val Ala Gly Ala Thr 
725 730 735 

Leu Pro Glu Thr He Pro Thr Ser Lys Asn Tyr Tyr Leu Arg Phe Asp 
740 745 750 

Glu Asp Gly Lys Ser lie Arg Asp Ala Lys Ser Ser Ala Glu Ser Ser 
755 760 765 

Asn Ala Thr Asn Asn Asn Thr Leu Gly Thr Glu Ser Lys Leu Leu Pro 
770 775 780 

Asp Gly Asp Ala Val Asp Ala Leu Ser Arg Lys He Asp Gin He Pro 
785 790 795 800 

Lys He Ala Val Thr Gly Gly Glu Asn Asn Glu Asn Thr Gin Ala Lys 
805 810 815 
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Asp Asp Ala Ala Thr 
820 

Pro Val Val Asn Ala 
835 

Ala Thr Glu Gin Thr 
850 

Ser Arg Ser He Ser 
865 

Asn Asn Asn Thr Thr 
885 

His His His His His 
900 

Thr Asn Asn Ser Lys 
915 

Lys Glu Lys Pro Lys 

930 

Lys Leu 
945 



Lys Thr Pro Leu He Lys 
825 

Ala Val Asn Asp Asn Gin 
840 

Lys Lys Thr Glu Val Ser 
855 

Thr Lys Glu Thr Lys Asp 

870 875 

Thr Thr Thr Thr Thr Asp 
890 

His Arg His Arg Asp Ala 
905 

Thr Thr Glu Ser Ser Ser 
920 

His Lys Lys Gly Leu Leu 

935 



Asp Ala Asn He Lys 
830 

Ser Lys Val Ser Val 
845 

Thr Lys Asn Gly Pro 
860 

Ser Ala Arg Pro Ser 
880 

Ala Thr Gin Pro His 
895 

Gly Val Lys Asn Val 
910 

Ser Ser Ser Ala Ala 
925 

His Lys Leu Lys Lys 
940 



<210> 19 
<211> 1904 
<212> DNA 

<213> Candida albicans 

<400> 19 

acgtatttgg aagtcatctt atgtgcgctg 
gtctataaac ttcaaacgaa ggtaaaaggt 
aaatatatat taaattagca cgttttcgca 
taaaagtgat taaaagagtt aattgaatag 
gcactcacac gtgggactag cacagactaa 
gatcgcacat gccaaattat caaattggtc 
ggataagggt aaacatcttt gaattgtcga 
ctaagtcgag gttagtatgg cttcatctct 
aagcaaattc gagattacca atgtttaaat 
tggccaatgc aggtaccatt cccttaggca 
aaaaagatat Gttcccattt ttgggtggtg 
atggtatttc tcgtgatttg cctgaaggtt 
gacatggtga aagataccct actgtcagtc 
agttgagcaa ttacactcgt caattcaacg 
agtttttcat ccgtgatgac gatgatttgg 
atgttttgaa cccatacact ggtgaaatga 
ctcaatacgg ttacatggtc gaaaaccaaa 
agagatgtca tgacactgct caatatttca 
ccttgcagac tgtcagtgaa gctgaatccg 
catgtcctgc ttgggactac gatgccaatg 
acttggatga cattgccaag agattgaaca 



ctttaatgtt ttctcatgta agcggacgtc 60 
tcatagcgct ttttctttgt ctgcacaaag 120 
tagaacgcaa ctgcacaatg ccaaaaaaag 180 
gcaatctcta aatgaatcga tacaaccttg 240 
atttatgatt ctggtccctg ttttcgaaga 3 00 
accttacttg gcaaggcata tacccatttg 360 
aatgaaacgt atataagcgc tgatgttttg 42 0 
catgagaata agaacaacaa caaatagagc 480 
ctgttgttta ttcaatttta gccgcttctt 540 
aactagccga tgtcgacaag attggtaccc 600 
ccggaccata ctactctttc cctggcgact 660 
gtgaaatgaa gcaactgcaa atggttggta 72 0 
tggctaagac tatcaagagt acatggtata 780 
gctcattgtc attcttgaac gatgattacg 840 
aaatggaaac cacttttgcc aactcggacg 900 
acgccaagag acatgctcgt gacttcttgg 960 
ccagtttcgc cgtttttacc tctaattcta 1020 
ttgatggttt aggtgaccaa ttcaacatca 1080 
ctggtgccaa cactttgagt gcttgtaact 1140 
atgacattgt aaatgaatac gacacaacct 1200 
aggaaaacaa gggtttgaac ttgacctcaa 1260 
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ctgacgctag 
atgtctgtga 
acacttatta 
tcaatgcctc 
gttttaccca 
aaaacaactt 
acgttcctca 
tcagatacgt 
tctcttgtga 
tcctaaaggt 
actggaacac 



tactttattc 
tattttcacc 
ccatgagggt 

agtcaaatta 
cgataccgat 
aactgccgaa 
aggtgctcgt 
cattaacgat 
aatcaatgac 
ctgtaacgtc 
tactcattac 



tcgtggtgtg 
aaggatgaat 
ccaggttacg 
ttaaagcaaa 
atcctaaact 
tacgttccat 
gtctacaccg 
gctgttgttc 
ttctacgact 
agcagcgtca 
aacgccagtc 



catttgaagt 
tagtccatta 
acattatcaa 
gtgagattca 
ttttgaccac 
tcatgggcaa 
aaaaattcca 
caattgaaac 
atgctgaaaa 
gtaactctac 
tattgagaca 



gaacgctaaa 
ctcctactac 
gtctgtcggt 
agaccaaaag 
cgctggtata 
cactttccac 
atgttctaac 
ctgttccact 
gagagtagcc 
tgaattgacc 
atag 



ggttacagtg 
caagacttgc 
tccaacttgt 
gtttggttga 
attgacgaca 
agatcctggt 
gacacctacg 
ggtccagggt 
ggtactgact 
ttctactggg 



1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1904 



<210> 20 
<211> 467 
<212> PRT 

<213> Candida albicans 
<400> 20 

Met Phe Lys Ser Val Val Tyr Ser lie Leu Ala Ala Ser Leu Ala Asn 
15 10 15 

Ala Gly Thr lie Pro Leu Gly Lys Leu Ala Asp Val Asp Lys lie Gly 
20 25 30 

Thr Gin Lys Asp lie Phe Pro Phe Leu Gly Gly Ala Gly Pro Tyr Tyr 
35 40 45 

Ser Phe Pro Gly Asp Tyr Gly lie Ser Arg Asp Leu Pro Glu Gly Cys 
50 55 60 

Glu Met Lys Gin Leu Gin Met Val Gly Arg His Gly Glu Arg Tyr Pro 
65 70 75 80 

Thr Val Ser Leu Ala Lys Thr lie Lys Ser Thr Trp Tyr Lys Leu Ser 
85 90 95 

Asn Tyr Thr Arg Gin Phe Asn Gly Ser Leu Ser Phe Leu Asn Asp Asp 
100 105 110 

Tyr Glu Phe Phe lie Arg Asp Asp Asp Asp Leu Glu Met Glu Thr Thr 
115 120 125 

Phe Ala Asn Ser Asp Asp Val Leu Asn Pro Tyr Thr Gly Glu Met Asn 
130 135 140 

Ala Lys Arg His Ala Arg Asp Phe Leu Ala Gin Tyr Gly Tyr Met Val 
145 150 155 160 

Glu Asn Gin Thr Ser Phe Ala Val Phe Thr Ser Asn Ser Lys Arg Cys 
165 170 175 

His Asp Thr Ala Gin Tyr Phe lie Asp Gly Leu Gly Asp Gin Phe Asn 
180 185 190 



lie Thr Leu Gin Thr Val Ser 
195 



Glu Ala Glu Ser Ala Gly Ala Asn Thr 
200 205 
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Leu Ser Ala Cys Asn Ser Cys Pro Ala Trp Asp Tyr Asp Ala Asn Asp 
210 215 220 

Asp He Val Asn Glu Tyr Asp Thr Thr Tyr Leu Asp Asp He Ala Lys 
225 230 235 240 

Arg Leu Asn Lys Glu Asn Lys Gly Leu Asn Leu Thr Ser Thr Asp Ala 
245 • 250 255 

Ser Thr Leu Phe Ser Trp Cys Ala Phe Glu Val Asn Ala Lys Gly Tyr 

260 265 270 

Ser Asp Val Cys Asp He Phe Thr Lys Asp Glu Leu Val His Tyr Ser 
275 280 285 

Tyr Tyr Gin Asp Leu His Thr Tyr Tyr His Glu Gly Pro Gly Tyr Asp 
290 295 300 

He He Lys Ser Val Gly Ser Asn Leu Phe Asn Ala Ser Val Lys Leu 
305 310 315 320 

Leu Lys Gin Ser Glu He Gin Asp Gin Lys Val Trp Leu Ser Phe Thr 
325 330 335 

His Asp Thr Asp He Leu Asn Phe Leu Thr Thr Ala Gly He He Asp 
340 345 350 

Asp Lys Asn Asn Leu Thr Ala Glu Tyr Val Pro Phe Met Gly Asn Thr 
355 360 365 

Phe His Arg Ser Trp Tyr Val Pro Gin Gly Ala Arg Val Tyr Thr Glu 
370 375 380 

Lys Phe Gin Cys Ser Asn Asp Thr Tyr Val Arg Tyr Val He Asn Asp 
385 390 395 400 

Ala Val Val Pro He Glu Thr Cys Ser Thr Gly Pro Gly Phe Ser Cys 
405 410 415 

Glu He Asn Asp Phe Tyr Asp Tyr Ala Glu Lys Arg Val Ala Gly Thr 
420 425 430 

Asp Phe Leu Lys Val Cys Asn Val Ser Ser Val Ser Asn Ser Thr Glu 

435 440 445 

Leu Thr Phe Tyr Trp Asp Trp Asn Thr Thr His Tyr Asn Ala Ser Leu 
450 455 460 

Leu Arg Gin 
465 



<210> 21 
<211> 1563 
<212> DNA 
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<213> Candida albicans 
<400> 21 

taacttctca acataattat gtaaaaaatt atctcattaa gccagatagc aaatatatca 60 
catattgcat tgattaattt gagaaaaata tacatgtatc ttttcagtta attttattaa 120 
aaataaatta tttccttact tttttttcta cagtttgcac cattaacctc ttttcttgca 180 
tccatacatc tttgaactcc atacatctta ttttttfcgct gttttttttc agtgtctcgg 240 
gcatacaggc cgcttatctt catgccggcc catcatccta ggaaactctt tcggtatggg 300 
ccaagggcag gcgaaaatcc tatgtgcgtg gagctgatac aatctcggct ggcttggttt 360 
gtagggcacg gtcaatgaat gcctgatggg agaaaaattc atctttatga aaagtgatct 42 0 
taatttgaat agtgtgccct tcaaaacatt tggaagtcat taattgaaac tatccagtgt 4 80 
gaatagacga ctgagccatc atgaaggtat gtaatatcac ccaaatcctt agaattctaa 540 
tgaatcagca cgcgctaacc ggctgtttct gactgtttga taaacgtata cccacaaatt 600 
agtgcactat aataaaaatt ctcaagaaca acgttgttta aacgagataa ttccctctaa 660 
tatacacgta ccgacactta ggaaaatatc tcgctaagtt caaattaagg aatgaaaaag 72 0 
gaatttacga aaagggttta gaaatatcaa tgaaaataag aaaaacctgt aacggaagaa 780 
aggacagcag ggattcgttg gaatttgtcg atattggctt cggacaactt tactaacaaa 84 0 
tggtattatt tataacagtt gaacatttct tacccagtca acgggtctca aaagaccttc 900 
gaaattgatg atgaacaccg tattcgtgtt ttcttcgaca agagaatcgg tcaagaagtc 960 
gatggtgaag ccgttggtga tgaattcaag ggctacgtct tcaagatctc tggtggtaac 1020 
gacaaacaag gtttcccaat gaagcaaggt gttttgttgc caactagaat caagttgttg 1080 
ttgaccaaga acgtttcttg ttacagacca agacgtgatg gtgaaagaaa gagaaagtcc 114 0 
gtcagaggtg ccattgttgg tccagatttg gctgtcttgg ctttggtcat tgtcaagaag 12 00 
ggtgaacaag aattggaagg tctaactgac actactgttc caaagagatt gggtccaaag 12 60 
agagctaaca acatcagaaa gttcttcggt ttgtccaagg aagatgacgt tcgtgatttc 13 2 0 
gtcatcagaa gagaagtcac caagggtgaa aagacttaca ccaaggctcc aaagatccaa 13 8 0 
agattggtta ctcctcaaag attgcaaaga aagagacacc aaagagcttt gaaggtcaga 144 0 
aacgctcaag ctcaaagaga agctgctgcc gaatacgctc aattgttggc taagagattg 1500 
tctgaaagaa aggctgaaaa ggccgaaatc agaaagagaa gagcttcttc tttgaaggct 1560 
taa 1563 



<210> 22 
<211> 236 
<212> PRT 

<213> Candida albicans 
<400> 22 

Met Lys Leu Asn lie Ser Tyr Pro Val Asn Gly Ser Gin Lys Thr Phe 
15 10 15 

Glu lie Asp Asp Glu His Arg lie Arg Val Phe Phe Asp Lys Arg lie 
20 25 30 

Gly Gin Glu Val Asp Gly Glu Ala Val Gly Asp Glu Phe Lys Gly Tyr 
35 40 45 

Val Phe Lys lie Ser Gly Gly Asn Asp Lys Gin Gly Phe Pro Met Lys 
50 55 60 

Gin Gly Val Leu Leu Pro Thr Arg lie Lys Leu Leu Leu Thr Lys Asn 
65 70 75 80 

Val Ser Cys Tyr Arg Pro Arg Arg Asp Gly Glu Arg Lys Arg Lys Ser 
85 90 95 

Val Arg Gly Ala lie Val Gly Pro Asp Leu Ala Val Leu Ala Leu Val 
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100 

lie Val Lys Lys 
115 

Val Pro Lys Arg 
130 

Phe Gly Leu Ser 
145 

Glu Val Thr Lys 



Arg Leu Val Thr 
180 

Leu Lys Val Arg 
195 

Ala Gin Leu Leu 
210 

Glu lie Arg Lys 
225 



Gly Glu Gin Glu 
120 

Leu Gly Pro Lys 
135 

Lys Glu Asp Asp 
150 

Gly Glu Lys Thr 
165 

Pro Gin Arg Leu 



Asn Ala Gin Ala 
200 

Ala Lys Arg Leu 
215 

Arg Arg Ala Ser 
230 



105 

Leu Glu Gly Leu 



Arg Ala Asn Asn 
140 

Val Arg Asp Phe 
155 

Tyr Thr Lys Ala 
170 

Gin Arg Lys Arg 
185 

Gin Arg Glu Ala 



Ser Glu Arg Lys 
220 

Ser Leu Lys Ala 
235 



110 

Thr Asp Thr Thr 
125 

lie Arg Lys Phe 



Val lie Arg Arg 
160 

Pro Lys lie Gin 
175 

His Gin Arg Ala 
190 

Ala Ala Glu Tyr 
205 

Ala Glu Lys Ala 



<210> 23 

<211> 893 

<212> DNA 

<213> Candida albicans 



<400> 23 

attactttaa 

ataaacacag 

agtgtattac 

taaaacgctt 

cgtttacaca 

tatcagtata 

tttctattcg 

acgtcacttg 

cggcgtggag 

atcatggcca 

acaaactctt 

aaatgttgca 

gcactaacca 

gtagaagaag 

tcattactct 



attgtttgtc 
cagcggcacg 
caacttgcgc 
ccacgggaca 
ttttgataca 
tactcattgt 
tatttatttt 
gcttgatata 
ccaccaaggg 
atgtcaaaat 
gttagtaaaa 
catacgcttg 
ctatgaatac 
aaggaagaaa 
ttgttcttta 



tattccaaca 
gtgaaccaca 
atgcaaggat 
tgggttctaa 
accgtagacg 
gtttttcaaa 
tatgtatact 
ctcgacgctt 
atggagctgg 
cactgtactt 
aagaaaggga 
gttgttcttt 
accaacaaca 
3-9999^ 3.gcgg 
ttattcgttg 



taatcattag 
taagtgtatg 
atcacactcc 
ttatggagaa 
gcgtctcgtt 
aaatctctgg 
tattttgctt 
tattctgcaa 
caaaggaacg 
ctccaaacac 
aactagtaat 
ggagccatta 
gtatagctaa 
agagaagaga 
gacctttgtt 



cagcacatgt 
tgcacacgcg 
tgtttctgcc 
gatcaagctt 
tcaaagaccg 
gttgtttaga 
atttttctta 
attcaggtct 
taatggccca 
tgtacgacaa 
atggagacac 
tccagaacag 
attggacgcg 
ttatgacaca 
tcttaaagta 



cgagcaacag 
tgttttgtgc 
tcatgtcttt 
tgaaatggcc 
tgtggttgtc 
tgccactata 
tactcaggaa 
caaatctgaa 
catcaaaaac 
aacaaaacaa 
atcgtaaaaa 
cacggacatg 
cagagagtta 
tacaaactac 
tag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

893 



<210> 24 
<211> 130 
<212> PRT 

<213> Candida albicans 



<400> 24 
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Met Glu Leu Ala 
1 

Gin Cys Gin Asn 
20 

Thr Asn Lys Leu 
35 

Arg His lie Val 
50 

Ser His Tyr Pro 
65 

Thr Asn Asn Ser 



Arg Arg Lys Lys 
100 

Leu Leu lie Thr 
115 

Lys Val 
130 



Lys Glu Arg Asn 
5 

His Cys Thr Ser 



Leu Leu Val Lys 
40 

Lys Lys Met Leu 
55 

Glu Gin His Gly 
70 

lie Ala Lys Leu 
85 

Arg Glu Ala Glu 



Leu Cys Ser Leu 
120 



Gly Pro His Gin 
10 

Pro Asn Thr Val 
25 

Lys Lys Gly Lys 



His lie Arg Leu 
60 

His Gly Thr Asn 
75 

Asp Ala Gin Arg 

90 

Arg Arg Asp Tyr 
105 

Leu Phe Val Gly 



Lys His His Gly 
15 

Arg Gin Asn Lys 
30 

Leu Val lie Trp 
45 

Val Val Leu Trp 



His Tyr Glu Tyr 
80 

Val Ser Arg Arg 
95 

Asp Thr Tyr Lys 
110 

Pro Leu Phe Leu 
125 



<210> 25 
<211> 1429 
<212> DNA 

<213> Candida albicans 
<400> 25 

acatgaccta atttatagct tagggttctt ttttgtcaat tctatgcgta tgacaaagag 60 
caccacgatg gtgatcgaaa tctctaggag tagcatacca cagcgatatt atttagtagt 12 0 
aggcggttta ttatctttgt ccctttatac tgttgtgttt cttgcttatt gcttcagtag 180 
gcagcgtata gtataaccag aaaaaagtga aaaataaact aaaaaagcac tatgagatga 24 0 
acggtaaaaa tccaccagag atttgctcac taataatcct gtaccatgtc catcaaccta 300 
cattccgcac ccgagtatga tccatcttat aagctgatcc agt tgacacc agagttactg 360 
gatataatac aggatccggt tcaaaatcac cagttaaggt ttaagtcatt ggacaaagac 420 
aagtctgaag ttgtactgtg ttcgcacgac aagacttggg tgctgcaagc agcgcaaaca 480 
ttcaaacaca gttctactaa tgagagaatt tgttcctgaa caacctatta ctttcgacga 54 0 
aacgctcttg tttggactgt ccaagccgta catggacgtc gtgggattcg ccaagactga 600 
atcagaattt gagaccagag agacacatgg cgaattgaac ttgaattcag taccaatata 660 
caacggagaa ctggatttct ccgacaaaat catgaagagg tcatctacaa aggttatcgg 72 0 
gaccctggaa gaactacttg agaactcacc atgttctgcg ctagaaggta tatcaaaatg 780 
gcataagatt ggtggatctg tgaaagacgg tgtgttgtgt attctttcac aagacttcct 84 0 
tttcaaagca ctgcatgtac tactgatgag cgcaatggca gaatcactcg atctacagca 900 
tctgaatgtt gaggatacac atcacgctgt ggggaaggac attgaggacg agttcaatcc 960 
atacacaaga gaaatcattg aaacagtgct gaataaattt gctgttcaag agcaagaggc 102 0 
tgaaaacaat acgtggcgct tgagaatacc gtttatagct cagtggtacg ggattcaagc 108 0 
gctaaggaaa tatgtttctg gaataagcat gccaattgat gagttcctca tcaagtggaa 114 0 
gtcccttttc ccacctttct tcccatgtga cattgacatt gacatgctgc gaggctatca 1200 
tttcaagcct accgataaga ctgtccagta tatagcgaaa agcacactac caatggaccc 1260 
caaagaacgg tttaaagtcc tgtttaggct acagtcacag tgggacttgg aggatatcaa 132 0 
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gcctctaatt gaagaactaa attcaagagg tatgaaaata gacagtttca tcatgaagta 13 80 
tgcccgccgt aaaagactgg gcaaaaagac cgtggtcacg agcaggtag 142 9 

<210> 26 
<211> 309 
<212> PRT 

<213> Candida albicans 
<400> 26 

Met Arg Glu Phe Val Pro Glu Gin Pro lie Thr Phe Asp Glu Thr Leu 
1 5 10 15 

Leu Phe Gly Leu Ser Lys Pro Tyr Met Asp Val Val Gly Phe Ala Lys 
20 25 30 

Thr Glu Ser Glu Phe Glu Thr Arg Glu Thr His Gly Glu Leu Asn Leu 
35 40 45 

Asn Ser Val Pro lie Tyr Asn Gly Glu Leu Asp Phe Ser Asp Lys lie 
50 55 60 

Met Lys Arg Ser Ser Thr Lys Val lie Gly Thr Leu Glu Glu Leu Leu 
65 70 75 80 

Glu Asn Ser Pro Cys Ser Ala Leu Glu Gly lie Ser Lys Trp His Lys 
85 90 95 

lie Gly Gly Ser Val Lys Asp Gly Val Leu Cys lie Leu Ser Gin Asp 
100 105 110 

Phe Leu Phe Lys Ala Leu His Val Leu Leu Met Ser Ala Met Ala Glu 
115 120* 125 

Ser Leu Asp Leu Gin His Leu Asn Val Glu Asp Thr His His Ala Val 
130 135 140 

Gly Lys Asp lie Glu Asp Glu Phe Asn Pro Tyr Thr Arg Glu lie lie 
145 150 155 160 

Glu Thr Val Leu Asn Lys Phe Ala Val Gin Glu Gin Glu Ala Glu Asn 
165 170 175 

Asn Thr Trp Arg Leu Arg lie Pro Phe He Ala Gin Trp Tyr Gly He 

180 185 190 

Gin Ala Leu Arg Lys Tyr Val Ser Gly He Ser Met Pro He Asp Glu 
195 200 205 

Phe Leu He Lys Trp Lys Ser Leu Phe Pro Pro Phe Phe Pro Cys Asp 
210 215 220 

He Asp He Asp Met Leu Arg Gly Tyr His Phe Lys Pro Thr Asp Lys 
225 230 235 240 



Thr Val Gin Tyr He Ala Lys Ser Thr Leu Pro Met Asp Pro Lys Glu 
245 250 255 
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Arg Phe Lys Val Leu Phe Arg Leu Gin Ser Gin Trp Asp Leu Glu Asp 
260 265 270 

lie Lys Pro Leu lie Glu Glu Leu Asn Ser Arg Gly Met Lys He Asp 
275 280 285 

Ser Phe He Met Lys Tyr Ala Arg Arg Lys Arg Leu Gly Lys Lys Thr 
290 295 300 

Val Val Thr Ser Arg 
305 



<210> 27 
<211> 1952 
<212> DNA 

<213> Candida albicans 



<400> 27 

gtcatcgaca 

gaccctgagg 

attacgggag 

cagatgctgg 

aaataacgac 

catgaactac 

tagacgttct 

agagtgaaag 

acgaaaaaca 

cggatgctta 

aaaaattgat 

cgtccatcaa 

tgaggattta 

cggactcagg 

caaacggaaa 

tgaaaccgct 

atctgcaaca 

aggatgagga 

actacgatga 

ataatttgcg 

actcgcccaa 

attcgatcta 

aagatggttc 

gtgacgatga 

agctagattc 

atgttgtgca 

caattgatct 

acattctcca 

aagacacagc 

aaaaatacca 

tatggtcttc 

ctgcaagaac 

tctcactact 



gcaaattgct 

aaggagccga 

acaacgctga 

gccagggctc 

ccagcacaaa 

ttctttctct 

tacaaggtaa 

aaaagcaaca 

gctcatagaa 

tatccccacg 

agaaatggat 

tttacctaca 

cgtctacaac 

caagactaca 

gcacccattt 

gggcatgggc 

acccgaatac 

cagtgcagag 

aaacaacgtt 

atgcagtata 

cttagctacc 

caagtacatt 

caacgatgcc 

tggcgtcgag 

actcttacaa 

aaccgtgaac 

ttccaaagat 

ccagcctcaa 

aaaactacgt 

gtttttccac 

caagcaaaac 

gagtgacata 

gtactcccaa 



ggaagagttc 

tgaggccact 

ggaggagttg 

catggcgggt 

ggctcttaca 

tacatagtct 

aatttcaccg 

aatatacagt 

atggtaacac 

tatctgcccg 

tccagactag 

aacaccaaga 

actacggaaa 

tggacactga 

agtgagtttt 

aagaagagga 

aatgatcaag 

gcagaatcca 

gtggagtttg 

accatccagt 

ttgataggta 

ttgatcaaca 

gaagacagca 

ggaagtactc 

aaggtattgg 

aaactggtat 

accacctatg 

ccccagccaa 

gaaatcacaa 

gaactgtctt 

gagcttgtgc 

tacagtaaca 

ggaagactat 



aaggacaacg 

ctgcaacgca 

gaaaggtaca 

tccggggacg 

gcttgctaaa 

tttcccttat 

cgtttttaaa 

tcacaaggca 

agaccaatcc 

atgataaggt 

atttgtatct 

ccaaggacca 

gcagccctcg 

gaatagaagg 

tggaaggtgt 

aacgcgattc 

atagcaccat 

gggaggaaat 

atggtatcga 

tgaggggtgt 

tgcaaacggg 

atctgtttgt 

gtaacgagaa 

caaaggataa 

atacaaacgc 

caeecctacc 

gtgctaccac 

atttacaaaa 

agcttgcctt 

tgcatccaag 

tgcagggcga 

acaacaatga 

aa 



tgagatacac 

ggaggcagtt 

tccgtgctat 

aaccagattc 

agaaattgaa 

gtatcttttc 

tagaatgaaa 

gcttcgtata 

ggtccctgtt 

ctccaatctg 

gacaagaagg 

tccccccaat 

cagcgattct 

taagcttctg 

cgcggtcgac 

gtcattgagc 

gggcgataac 

tgtagacgca 

catcaagagg 

cgacggtgga 

ctccgttaat 

tacggaacaa 

taacaataaa 

gcccgaattg 

cgcgcacctc 

gcccatcatc 

cttggatgta 

agaggaagaa 

gcagttgaac 

agaaacgctg 

ccaatacttc 

caggtcacta 



cttggaaaat 

ggaacagatc 

ggtcagagag 

caagagaaga 

cgcgacgcta 

tgtacattaa 

aaaacgttgt 

gtaatacagc 

acatatccaa 

gcagatttga 

aggctggata 

aaagagatgc 

ggcaccccag 

cacgagtccg 

tttaaaagac 

cttcctttga 

gacaacggcg 

ctggaatgga 

caaggcaagg 

aaagtacagt 

gacgcggttt 

acagaggctc 

aacggtgctg 

ggtgaagtga 

cccttgatga 

ctagattata 

gatgtgtcgc 

acagatgctg 

tctagtgctc 

actcactact 

aatgaagatg 

atgggcaata 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1952 



<210> 28 
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<211> 483 

<212> PRT 

<213> Candida albicans 
<400> 28 

Met Val Thr Gin Thr Asn Pro Val Pro Val Thr Tyr Pro Thr Asp Ala 
15 10 15 

Tyr lie Pro Thr Tyr Leu Pro Asp Asp Lys Val Ser Asn Leu Ala Asp 
20 25 30 

Leu Lys Lys Leu lie Glu Met Asp Ser Arg Leu Asp Leu Tyr Leu Thr 
35 40 45 

Arg Arg Arg Leu Asp Thr Ser lie Asn Leu Pro Thr Asn Thr Lys Thr 
50 55 60 

Lys Asp His Pro Pro Asn Lys Glu Met Leu Arg lie Tyr Val Tyr Asn 
65 70 75 80 

Thr Thr Glu Ser Ser Pro Arg Ser Asp Ser Gly Thr Pro Ala Asp Ser 
85 90 95 

Gly Lys Thr Thr Trp Thr Leu Arg lie Glu Gly Lys Leu Leu His Glu 
100 105 110 

Ser Ala Asn Gly Lys His Pro Phe Ser Glu Phe Leu Glu Gly Val Ala 
115 120 125 

Val Asp Phe Lys Arg Leu Lys Pro Leu Gly Met Gly Lys Lys Arg Lys 
130 135 140 

Arg Asp Ser Ser Leu Ser Leu Pro Leu Asn Leu Gin Gin Pro Glu Tyr 
145 150 155 160 

Asn Asp Gin Asp Ser Thr Met Gly Asp Asn Asp Asn Gly Glu Asp Glu 
165 170 175 

Asp Ser Ala Glu Ala Glu Ser Arg Glu Glu lie Val Asp Ala Leu Glu 
180 185 190 

Trp Asn Tyr Asp Glu Asn Asn Val Val Glu Phe Asp Gly lie Asp lie 
195 200 205 

Lys Arg Gin Gly Lys Asp Asn Leu Arg Cys Ser lie Thr lie Gin Leu 
210 215 220 

Arg Gly Val Asp Gly Gly Lys Val Gin Tyr Ser Pro Asn Leu Ala Thr 
225 230 235 240 

Leu He Gly Met Gin Thr Gly Ser Val Asn Asp Ala Val Tyr Ser He 
245 250 255 

Tyr Lys Tyr He Leu He Asn Asn Leu Phe Val Thr Glu Gin Thr Glu 
260 265 270 

Ala Gin Asp Gly Ser Asn Asp Ala Glu Asp Ser Ser Asn Glu Asn Asn 
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275 280 285 

Asn Lys Asn Gly Ala Gly Asp Asp Asp Gly Val Glu Gly Ser Thr Pro 
290 295 300 

Lys Asp Lys Pro Glu Leu Gly Glu Val Lys Leu Asp Ser Leu Leu Gin 
305 310 315 320 

Lys Val Leu Asp Thr Asn Ala Ala His Leu Pro Leu Met Asn Val Val 

325 330 335 

Gin Thr Val Asn Lys Leu Val Ser Pro Leu Pro Pro lie lie Leu Asp 
340 345 350 

Tyr Thr lie Asp Leu Ser Lys Asp Thr Thr Tyr Gly Ala Thr Thr Leu 
355 360 365 

Asp Val Asp Val Ser His lie Leu His Gin Pro Gin Pro Gin Pro Asn 
370 375 380 

Leu Gin Lys Glu Glu Glu Thr Asp Ala Glu Asp Thr Ala Lys Leu Arg 
385 390 395 400 

Glu lie Thr Lys Leu Ala Leu Gin Leu Asn Ser Ser Ala Gin Lys Tyr 
405 410 415 

Gin Phe Phe His Glu Leu Ser Leu His Pro Arg Glu Thr Leu Thr His 
420 425 430 

Tyr Leu Trp Ser Ser Lys Gin Asn Glu Leu Val Leu Gin Gly Asp Gin 
435 440 445 

Tyr Phe Asn Glu Asp Ala Ala Arg Thr Ser Asp lie Tyr Ser Asn Asn 
450 455 460 

Asn Asn Asp Arg Ser Leu Met Gly Asn lie Ser Leu Leu Tyr Ser Gin 
465 470 475 480 

Gly Arg Leu 



<210> 29 
<211> 911 
<212> DNA 

<213> Candida albicans 



<400> 29 

aggttttaac 

gcgtcgcgtt 

gtcgtctttg 

tggccagaac 

agccgcagtg 

ctaactgtgc 

gaatgcagcg 

atttatcagc 



gcgttatctt 
ctcgcgtctg 
acgaaggaga 
aatactgcaa 
gacgcactga 
acgaggcacc 
cagacagcac 
atacttttcc 



tgttccgaaa 
ttttgttttt 
cgaaaacctc 
cgtgcatata 
tggaaggaca 
ctgcagatgc 
agtttttcat 
tttatcaacc 



aaaaaaaaaa 
tcgcgttcca 
ttctaaaacg 
gtcgttagtc 
cctgtgtgcc 
aagtgctacc 
acccggtttt 
aatcgtaaag 



acggaaaaat 
atgaccaaaa 
ttgggagaga 
tgtgcttgca 
ctttttgcgt 
gttgttagtt 
gcgccatttg 
gtctttggag 



atattttttc 60 
tgggaaagtg 12 0 
gataattaca 180 
catccacggc 240 
gcttcttcct 300 
tcgttctttt 360 
gcaattagca 420 
atggcctttc 480 
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tcttgtagta cagagtatat atgtatctag agcgctggtg gtggagttgc attatctccc 540 
agagctgctc attggacttt gctgcgagct tagacgactt gtccttttgg gcatctctga 600 
gttggatttc gaaatctgtg agggttggct tgattttttc gaacccgtca ggtgcaggct 660 
tggatcttct ggtctttatg cgcggcatgt cgttttgtga ggtgagcttt gctagtcttg 72 0 
acggctgtag aggtgtttac attgatgatg agtccctaag aaaatttttc tttttttttc 780 
agtatttcac tttccgttgt gaacgacaaa tgtactatgc gttcaagagc caacgcagta 840 
tcatcgtcaa agttcctacc acaacgcgtg tgattgatct tgtactggtt gtaaatgtgc 900 
taagtctgtg a * 911 



<210> 30 
<211> 136 
<212> PRT 

<213> Candida albicans 

<400> 30 

Met Tyr Leu Glu Arg Trp Trp Trp Ser Cys lie lie Ser Gin Ser Cys 
1 5 10 15 

Ser Leu Asp Phe Ala Ala Ser Leu Asp Asp Leu Ser Phe Trp Ala Ser 
20 25 30 

Leu Ser Trp lie Ser Lys Ser Val Arg Val Gly Leu lie Phe Ser Asn 
35 40 45 

Pro Ser Gly Ala Gly Leu Asp Leu Leu Val Phe Met Arg Gly Met Ser 
50 55. 60 

Phe Cys Glu Val Ser Phe Ala Ser Leu Asp Gly Cys Arg Gly Val Tyr 
65 70 75 80 

lie Asp Asp Glu Ser Leu Arg Lys Phe Phe Phe Phe Phe Gin Tyr Phe 
85 90 95 

Thr Phe Arg Cys Glu Arg Gin Met Tyr Tyr Ala Phe Lys Ser Gin Arg 
100 105 110 

Ser He He Val Lys Val Pro Thr Thr Thr Arg Val He Asp Leu Val 
115 120 125 

Leu Val Val Asn Val Leu Ser Leu 
130 135 



<210> 31 
<211> 1448 
<212> DNA 

<213> Candida albicans 

<400> 31 

gtttatggct ggaatgactt gataatctct tcacgagctt acttgagatg gtatgaggag 60 
ccagaactct cccgccttca gccgcttttt gttgctgtgt attcagtata tccatcatca 120 
ttttcaccta caaggaacta ccttttatag ccaccctaag taaaacaaca ttagcttagc 180 
atcctcaatt cttatcgtat gttgttgctg ctatttttat cctattgttc ctggcatcgc 240 
ttttttacat aaggtaccaa ggcaagagaa aagacccgcg aaattttcaa ttcgagacat 3 00 
agggttaata cgaaatatgt taaggtctag tttccaaaaa atgaagaaaa tgtgattaga 360 
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catcctgggg 
caatgataat 
gcaatttgca 
tttcagacgt 
ctccaaagaa 
cgagagaggc 
gtagtggcag 
gtgggtcatt 
gagactggga 
attatggatg 
cgaaggtgta 
atgaaaaggt 
acttgttcct 
aggacaatct 
cctcgaccag 
ttgtcgaagg 
gcctacctag 
acgatgctct 
ctatttaa 



aaattaggtt 
agtggcatca 
gcaagacaat 
ggcagaggcc 
cgagaggaaa 
ctcttgcaaa 
tggtagcagt 
gatcgaagtg 
catttacttt 
cgccaaaagg 
ccacattgac 
gctaatccgc 
gcttggttgt 
acgtgagaaa 
aatttcgctg 
tgcaaccaag 
cagtattgtc 
tacggacgtc 



taaatagggc 
tcatcgtcat 
atgactacga 
gtagctgacc 
cactctgttc 
agcacagcat 
aagcccaaaa 
ctacacgaag 
gcagacgaga 
aagattttgg 
gagtcattga 
gggtttgccg 
gcccccgatg 
cttgcatggg 
actatacctg 
gcgcccatca 
aacgaaggtg 
ctcgtcacca 



gggcgctaca 
atccagtgta 
cggtacccaa 
atgtagtcca 
ccaacatcag 
ctgccgcgga 
aggagaaacg 
gtctgctaaa 
gacttgtacc 
acctgataga 
ttgacgaccc 
gtagagattc 
gtcatatcgc 
tggtgcccgt 
taatctgcca 
tcaagaccat 
ctgctggtcg 
aaaaaaagta 



ggggttttcc 

ggtatggact 
gatattcgcg 
cgcgcaagac 
catgaatgca 
agggaaaagt 
gttcaagatt 
acgagacgat 
cttcagctcg 
cacggcgaag 
gcaagaatgc 
cgtcaaactt 
atcactcttc 
ggagaacgct 
ttctcacagg 
tatggaaagg 
tgtatcatgg 
taaattccac 



taacaaattt 
agaacagaaa 
tttcacgagt 
ggtgcattgg 
ctggatatga 
ggtagcagtg 
gctctctccg 
gtacggtggg 
aatgaaagca 
tatggaactc 
gttgataact 
ccgatgttcg 
cctaacttcc 
cctagtgggc 
gttactttcg 
cctgaaaagg 
tttgttgacg 
caaggtttgt 



420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1448 



<210> 32 
<211> 315 
<212> PRT 

<213> Candida albicans 



<400> 32 

Met Thr Thr Thr Val Pro 
1 5 



Lys lie 



Phe Ala Phe 
10 



His Glu Phe 



Ser Asp 
15 



Val Ala Glu Ala Val Ala Asp His Val Val His 
20 25 



Ala Gin Asp 
30 



Gly Ala 



Leu Ala Pro Lys Asn Glu Arg Lys 
35 40 



His Ser Val 



Pro Asn lie 
45 



Ser Met 



Asn Ala Leu Asp Met Thr Arg Glu Ala Ser Cys Lys Ser Thr 

50 55 60 



Ala Ser 



Ala Ala Glu Gly Lys Ser Gly Ser Ser Gly Ser 
65 70 75 

Lys Pro Lys Lys Glu Lys Arg Phe Lys lie Ala 
85 90 

Leu lie Glu Val Leu His Glu Gly Leu Leu Lys 
10 0 105 



Gly Ser Gly 
Leu Ser Gly 



Arg Asp Asp 
110 



Ser Ser 
80 

Gly Ser 
95 

Val Arg 



Trp Gly Asp Trp Asp lie Tyr Phe Ala Asp Glu Arg Leu Val Pro Phe 

115 120 125 

Ser Ser Asn Glu Ser Asn Tyr Gly Cys Ala Lys Arg Lys lie Leu Asp 

130 135 140 



Leu lie Asp Thr Ala Lys Tyr Gly Thr Pro Lys Val Tyr His lie Asp 
145 150 155 160 
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Glu Ser Leu lie 



Val Leu lie Arg 
180 

Phe Asp Leu Phe 

195 

Leu Phe Pro Asn 
210 

Val Pro Val Glu 
225 

Thr lie Pro Val 



Gly Ala Thr Lys 
260 

Lys Gly Leu Pro 
275 

Ser Trp Phe Val 
290 

Lys Lys Tyr Lys 
305 



Asp Asp Pro Gin 
165 

Gly Phe Ala Gly 



Leu Leu Gly Cys 

200 

Phe Gin Asp Asn 
215 

Asn Ala Pro Ser 
230 

lie Cys His Ser 
245 

Ala Pro lie lie 



Ser Ser lie Val 
280 

Asp Asp Asp Ala 
295 

Phe His Gin Gly 
310 



Glu Cys Val Asp 
170 

Arg Asp Ser Val 
185 

Ala Pro Asp Gly 



Leu Arg Glu Lys 
220 

Gly Pro Ser Thr 
235 

His Arg Val Thr 
250 

Lys Thr lie Met 
265 

Asn Glu Gly Ala 



Leu Thr Asp Val 
300 

Leu Ser lie 
315 



Asn Tyr Glu Lys 
175 

Lys Leu Pro Met 
190 

His lie Ala Ser 
205 

Leu Ala Trp Val 



Arg lie Ser Leu 
240 

Phe Val Val Glu 
255 

Glu Arg Pro Glu 
270 

Ala Gly Arg Val 
285 

Leu Val Thr Lys 



<210> 33 
<211> 1196 
<212> DNA 

<213> Candida albicans 

<400> 33 

tagtaattag tttcttatga tggatttaat ggcgtagttc atccgcgttt aatttaacta 60 
gaggataatc tacttgcagc atgaatgaaa atagtaagcc agtaaggatg cactgacaga 12 0 
ctcagctacc gattagtgtt gttgactttt ccgcaagatc cttttctccc tctttggacc 180 
tagtcatccc tccacacaag attcgctctt aagtagtggc gcaggctgtt cgcttttaag 240 
catagtgctt aatgtcgaag gctttataga tcccaaatac tacgccttga gaaattgaat 3 00 
gcactagcag ttagttaact ttctggaacg cgcatgacgc gtcccggggc gcctgaggcg 360 
gagcgttcgc gaaatcggga aaacattata ctgggaaaga tcactatcta ttctctaaat 42 0 
gaacttttaa gcaaattatc gtaagataga aaagacgaaa ccttagcaac ctagcggttt 480 
aatatagaaa caattttatt atgatacctt ccaataagag aaatgctaga attttaagca 540 
ttacaacgct attattgttg ttagtgtttt tcgtagcgca aaatgcgaac ttcttgacgg 60 0 
tagagataaa agaggaaact tctaaagcat ttagtactaa tatggacaat atggctggag 660 
gatcttccag ggaatatgct gctatgccga cttctaccac gaataagggg agctctgaag 72 0 
tagacgaaga aattaatgaa ataaaacaga aggtgggact ccaacagccc atagcatcgg 780 
ttgatgatag tttgtcggcc attaaaaacg ataaagggtc gcgaataacc aaagctttta 840 
atgttcaaaa agaatactcc ctcatactag acttgtctcc gattataata tttagtaaaa 900 
gcacctgttc atatagcaag ggcatgaagg aactgcttga aaatgagtat cagtttatcc 960 
caaactacta tattatagaa cttgacaaac atggacatgg ggaagagctg caagaatata 1020 
tcaagttggt gaccggtaga ggaactgttc caaacctttt ggttaatgga gtatcaagag 10 8 0 
gaggtaatga agaaatcaag aaactgcaca ctcaagggaa acttttagaa tcattacaag 114 0 
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tctggagtga tggtaaattc tcggttgagc aacgtgaaaa accttccaat aattga 1196 



<210> 34 
<211> 231 
<212> PRT 

<213> Candida albicans 

<400> 34 

Met lie Pro Ser Asn Lys Arg Asn Ala Arg lie Leu Ser lie Thr Thr 
15 10 15 

Leu Leu Leu Leu Leu Val Phe Phe Val Ala Gin Asn Ala Asn Phe Leu 
20 25 30 

Thr Val Glu lie Lys Glu Glu Thr Ser Lys Ala Phe Ser Thr Asn Met 

35 40 45 

Asp Asn Met Ala Gly Gly Ser Ser Arg Glu Tyr Ala Ala Met Pro Thr 
50 55 60 

Ser Thr Thr Asn Lys Gly Ser Ser Glu Val Asp Glu Glu lie Asn Glu 
65 70 75 80 

lie Lys Gin Lys Val Gly Leu Gin Gin Pro lie Ala Ser Val Asp Asp 
85 90 95 

Ser Leu Ser Ala lie Lys Asn Asp Lys Gly Ser Arg lie Thr Lys Ala 
100 105 110 

Phe Asn Val Gin Lys Glu Tyr Ser Leu lie Leu Asp Leu Ser Pro lie 
115 120 125 

lie lie Phe Ser Lys Ser Thr Cys Ser Tyr Ser Lys Gly Met Lys Glu 
130 135 140 

Leu Leu Glu Asn Glu Tyr Gin Phe lie Pro Asn Tyr Tyr lie lie Glu 
145 150 155 160 

Leu Asp Lys His Gly His Gly Glu Glu Leu Gin Glu Tyr lie Lys Leu 
165 170 175 

Val Thr Gly Arg Gly Thr Val Pro Asn Leu Leu Val Asn Gly Val Ser 
180 185 190 

Arg Gly Gly Asn Glu Glu lie Lys Lys Leu His Thr Gin Gly Lys Leu 
195 200 205 

Leu Glu Ser Leu Gin Val Trp Ser Asp Gly Lys Phe Ser Val Glu Gin 
210 215 220 

Arg Glu Lys Pro Ser Asn Asn 
225 230 



<210> 35 
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<211> 1889 
<212> DNA 

<213> Candida albicans 



<400> 35 

tcaaatccag cttcttttca agcaatattg 
aggataagaa tttacgctat tcagatgcta 
caataccagg tacgactcct gatccaataa 
atagtagcgg catagatttg atagccttct 
tcgcgatgtt tgaaaatgga aagtaaggaa 
aatgacgctc acttctctta tatatgttag 
gaagcaatgt gattcctcga taagtaagct 
aacaaaagac cgagttaaga aaaagttcat 
tataatggaa taggaaactt atgcaaagaa 
cagtaataat ggctcgacaa ctcaaaagga 
gtaatgcaac ctcaaatgag tttgatgaac 
aaattcaaaa gaaaaaaaaa ataaagcgaa 
ataaatctac ttttcaatca cgaacgatag 
atccagagta tgaaattgtc atcgatggcc 
cgtacaggac cttttgcaaa gagcgttgga 
ctgaatttcg agatcgtgaa tctgaatatt 
atataaacga tgaaactgcg gacttatcta 
atcaggtaca tagacatgaa cctccagtca 
atgataacat aatggttatt gataaaccga 
atcggttcaa tacaattacg aaaatgcttc 
gtaataggtt agataggctt acaagtggat 
ccgataatat cggcgatcaa ctaaaagctc 
tagttggaga atttccagaa acggaagtaa 
caaggcttgc tcttaatgca gtttgtcaaa 
ctgtttttaa cagaatcagc tacgacggta 
ccgggcgatc acatcaaatt agagtacatt 
atcctattta ttccaatgat gaagtatggg 
acttcgatat agttattact aagctagacg 
ggttccatag taatggcggg tacggtgagg 
aatctgattt gtatactgat cctggcccca 
tatacgaatc aactgagact gaagaaggaa 
agtatccaga atgggctctg agaagatag 



tcacaaacga tgatgagaat agcattgaag 6 0 
gtgcatctga aaattatctg gtcaagccca 120 
ttgaggcgca gaacgataat gatagtagtg 180 
taagaaatgg accattataa agtttttgta 240 
cgtaatacaa attgacaagt agccgacatg 3 00 
gtagtatatg cattatagaa tttattcatt 360 
ttttttctgt ctggcggcga accattagag 420 
aaaaaacttt tgaaaatgga tgagtgctcg 480 
ataataggtt aagaaatttg tttacagtgc 54 0 
atgcattatc tgcaggtctt gcttttgcag 600 
atttgcaaaa tgaggttgaa agagagaggg 660 
ctcaatcaaa aaaatcgcca gatttgatta 720 
gcagcaaaaa agagaaacat agacaactag 780 
ctctaaggaa aatcaagccc taccatttta 840 
gagataaaaa attggttgat gtctttatat 900 
ataaaagaac aatcgaaaac ggggacgttc 960 
ctgtaattcg caatggtgac ctgattacgc 102 0 
cttccaggcc tatcaaagtt atttttgaag 1080 
gcggtatacc tgttcaccca actggccgat 1140 
aaaataatct cggatttgtt gtgaacccat 1200 
taatgttttt ggcaaaaact ccgaagggag 12 60 
gagaagtcac taaggaatac gtggccaagg 13 2 0 
ttgttgaaaa acctctaaaa ctgatcgagc 1380 
tggacgagaa aggagccaaa catgcaaaaa 144 0 
aaacgagtat tgtaaagtgc aaaccgctta 1500 
tacagtactt aggccaccca attgctaacg 15 6 0 
gtaacaatct cggaaaaggc ggccaggctg 162 0 
aaatagggaa aagaaaacct gctaaaagtt 1680 
tattaaggca agaaaaatgt tctatttgtg 1740 
atgatcttga tctgtggtta catgcctatc 1800 
ccgaaaagaa aaagtggtgc tacaaaacag 1860 

1889 



<210> 36 
<211> 462 
<212> PRT 

<213> Candida albicans 



<400> 36 

Met Gin Arg Asn Asn Arg Leu Arg Asn Leu Phe Thr Val Pro Val He 
1 5 10 15 

Met Ala Arg Gin Leu Lys Arg Asn Ala Leu Ser Ala Gly Leu Ala Phe 

20 25 30 

Ala Gly Asn Ala Thr Ser Asn Glu Phe Asp Glu His Leu Gin Asn Glu 
35 40 45 



Val Glu Arg Glu Arg Glu He Gin Lys Lys 
50 55 



Lys 



Lys He Lys Arg Thr 
60 
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Gin Ser Lys Lys Ser Pro Asp Leu lie Asn Lys Ser Thr Phe Gin Ser 
65 70 75 80 

Arg Thr lie Gly Ser Lys Lys Glu Lys His Arg Gin Leu Asp Pro Glu 
85 90 95 

Tyr Glu lie Val lie Asp Gly Pro Leu Arg Lys lie Lys Pro Tyr His 
100 105 110 

Phe Thr Tyr Arg Thr Phe Cys Lys Glu Arg Trp Arg Asp Lys Lys Leu 
115 120 125 

Val Asp Val Phe lie Ser Glu Phe Arg Asp Arg Glu Ser Glu* Tyr Tyr 
130 135 140 

Lys Arg Thr lie Glu Asn Gly Asp Val His lie Asn Asp Glu Thr Ala 

145 150 155 160 

Asp Leu Ser Thr Val lie Arg Asn Gly Asp Leu lie Thr His Gin Val 
165 170 175 

His Arg His Glu Pro Pro Val Thr Ser Arg Pro lie Lys Val lie Phe 
180 185 190 

Glu Asp Asp Asn lie Met Val lie Asp Lys Pro Ser Gly lie Pro Val 
195 200 205 

His Pro Thr Gly Arg Tyr Arg Phe Asn Thr lie Thr Lys Met Leu Gin 
210 215 220' 

Asn Asn Leu Gly Phe Val Val Asn Pro Cys Asn Arg Leu Asp Arg Leu 
225 230 235 240 

Thr Ser Gly Leu Met Phe Leu Ala Lys Thr Pro Lys Gly Ala Asp Asn 
245 250 255 

lie Gly Asp Gin Leu Lys Ala Arg Glu Val Thr Lys Glu Tyr Val Ala 

260 265 270 

Lys Val Val Gly Glu Phe Pro Glu Thr Glu Val lie Val Glu Lys Pro 
275 280 285 

Leu Lys Leu lie Glu Pro Arg Leu Ala Leu Asn Ala Val Cys Gin Met 
290 295 300 

Asp Glu Lys Gly Ala Lys His Ala Lys Thr Val Phe Asn Arg lie Ser 
305 310 315 320 

Tyr Asp Gly Lys Thr Ser lie Val Lys Cys Lys Pro Leu Thr Gly Arg 
325 330 335 

Ser His Gin lie Arg Val His Leu Gin Tyr Leu Gly His Pro lie Ala 
340 345 350 



Asn Asp Pro lie Tyr Ser Asn Asp Glu Val Trp Gly Asn Asn Leu Gly 
355 360 365 
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Lys Gly Gly Gin 
370 

lie Gly Lys Arg 
385 

Tyr Gly Glu Val 



Leu Tyr Thr Asp 
420 

Tyr Leu Tyr Glu 
435 

Trp Cys Tyr Lys 
450 



Ala Asp Phe Asp 
375 

Lys Pro Ala Lys 
390 

Leu Arg Gin Glu 
405 

Pro Gly Pro Asn 



Ser Thr Glu Thr 
440 

Thr Glu Tyr Pro 
455 



lie Val He Thr 
380 

Ser Trp Phe His 

395 

Lys Cys Ser He 
410 

Asp Leu Asp Leu 
425 

Glu Glu Gly Thr 



Glu Trp Ala Leu 
460 



Lys Leu Asp Glu 



Ser Asn Gly Gly 
400 

Cys Glu Ser Asp 
415 

Trp Leu His Ala 
430 

Glu Lys Lys Lys 
445 

Arg Arg 



<210> 37 
<211> 1364 
<212> DNA 

<213> Candida albicans 
<400> 37 

tattccgact agaaaaaaat taaattttct 
ggatgtaaca ggaaatgtat gggtcacata 
ctgatattca gaaaaaacac ccatacatgt 
ttgaaaaatg tatgcgatct aggaaaaact 
agaaggatgc tgtggccttt gacctgggcg 
gaaacagaac tggtagcagt tcgttccggc 
tatcctagcg cagagagtaa cactggcaaa 
ggttacgcag tagactattt aatatatacc 
gcaagagaat aagcaacaag atgtctgccg 
aaacgatgtc acgaatttgt gagggatatt 
agaaccatat cacctgaata agacgggtgg 
gaacaacgga tcaccatttc acacgttaaa 
gggaaaatat tatacttaat ttctctgtgg 
atttattcat tcgctcccct tgcaatgaat 
cagggtacct cacttgtttc acccttttac 
tttctgtttt actaacatgt gacacgaaat 
ttggtaagaa gaaatcagct accgctgttg 
aggtcaacgg ttctccaatc actttggttg 
aaccattatt gttggttggt ttggacaagt 
ctggtggtgg tcatgtttct caagtctacg 
tcgcttacca ccaaaagtac gttgacgaac 
cctcttacga cagaactttg ttgatcgctg 
gtggtaaggg tgctcgttct agattccaaa 



<210> 38 
<211> 143 

<212> PRT 

<213> Candida albicans 



aactacaaaa aattgcctgc atatatgtaa 6 0 
ttaatagctt gttttactcc ataaaagagt 12 0 
tgaaaaataa tgcattgtga aaaaaagtgg 180 
gaattttcct taggttgtcg ctcctcctct 240 
gaaattctct ctgtttccct ctagctgagg 300 
caggccgcgt gagcctatac caccgaatat 360 
gtcaaaagta aatgccatgt aaaatgtata 42 0 
tttttattta gcagtgtttc gaaaaataca 480 
tcccaagtgt ccaagtatgt taaataattt 540 
gaaaccatgc agtgagataa tttcaattta 600 
ggcaagcact agatgcgaat catagtttta 660 
gaccgagtag aaataaccaa taaattgtgt 72 0 
agtaaagtaa tgagcgtctt ttgcggtctt 780 
tttgaacaga atgctccaaa gaggaagtgc 84 0 
acagttcata atatttttga ggattttgaa 900 
gtttttcatt tttggtttta taacagactt 960 
cccacgtcaa ggccggtaag ggtttgatta 1020 
aaccagaaat cctaagattc aaggtctacg 1080 
tctccaacat cgatatcaga gttagagtca 1140 
ccatcagaca agcta'ttgct aagggtttag 12 0 0 
aatccaagaa cgaattgaag aaggccttca 1260 
attctagaag accagaacca aagaaattcg 13 2 0 
aatcttaccg ttaa 1364 



<400> 38 
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Met Ser Ala Val 
1 

Thr Ala Val Ala 
20 

Gly Ser Pro lie 
35 

Tyr Glu Pro Leu 
50 

He Arg Val Arg 
65 

He Arg Gin Ala 



Val Asp Glu Gin 
100 

Asp Arg Thr Leu 
115 

Phe Gly Gly Lys 
130 



Pro Ser Val Gin 
5 

His Val Lys Ala 



Thr Leu Val Glu 
40 

Leu Leu Val Gly 
55 

Val Thr Gly Gly 
70 

He Ala Lys Gly 

85 

Ser Lys Asn Glu 



Leu He Ala Asp 
120 

Gly Ala Arg Ser 
135 



Thr Phe Gly Lys 
10 

Gly Lys Gly Leu 

25 

Pro Glu He Leu 



Leu Asp Lys Phe 
60 

Gly His Val Ser 
75 

Leu Val Ala Tyr 
90 

Leu Lys Lys Ala 
105 

Ser Arg Arg Pro 



Arg Phe Gin Lys 
140 



Lys Lys Ser Ala 
15 

He Lys Val Asn 

30 

Arg Phe Lys Val 
45 

Ser Asn He Asp 



Gin Val Tyr Ala 
80 

His Gin Lys Tyr 
95 

Phe Thr Ser Tyr 
110 

Glu Pro Lys Lys 
125 

Ser Tyr Arg 



<210> 39 
<211> 1088 
<212> DNA 

<213> Candida albicans 

<400> 39 

ttcaaaatac gagtaaagga gatcctaggt 
ctttttccgg ttaattctcc gcgctttcgt 
acgcatggag gcttctacaa aacagcgtgc 
ggaaacaccg gtaaatcgcg caagaccttg 
cacttgtcta cagaacttga aaagtacaaa 
agctttaaga tatggtgcga atcgttacag 
gttctcttct gaagaagtta ccgccctact 
tgtgtgttcg actggaaagc ggagaacatt 
cagactttta agaaacattg atggagccat 
aaatgtctgc tcctgctacg cttgatgctg 
tgtcacatta ctaataaaga gcttacactc 
tacatataca taaagcagaa tactaacaat 
ccttcaaatt gattgaaaca aagtactcgt 
aaggtcatgc tttaatcatt cctaagtacc 
aattccttac cgatgctatg ccgattgcca 
cttataatgt gttgcagaat aatggtaaaa 
tccatttgat tcctaagaga gatgagaaaa 
aaacggactt cgataagttg ggcaagctac 
ccgattag. 



gtggattagt aaggggagtg tggcaacttc 60 
tagactattt tgcaaggacc caaataggag 12 0 
cgttttgatg gcatgagcag ggggcgcaaa 180 
ttggccacgt agcctcaaag gttgaattga 240 
aggaggtcac ataaaacagt aagcttgaga 3 00 
aatattcctt gcagaaataa tggcgggtcc 3 60 
gaagcattgc tgtacgatcg tgtaatgtga 420 
atgaagtaaa aggacaatca gcacgccttc 480 
tgatatcggc accgtaccta acaacaacaa 540 
cctgtatttt ttgcaagatt attaaaagta 600 
acaccaatga tggcgatagt ctctatgtag 66 0 
cgatccgcta tgcaacaggc gaaattccat 72 0 
atgctttctt ggacatccaa cctactgctg 780 
atggtgcgaa gttgcatgac atcccggacg 840 
agagactggc caaggcaatg aagttggaca 900 
ttgcgcatca agaagtcgac cacgtccact 960 
gtggtttgat tgtagggtgg ccagcccaag 102 0 
acaaggaatt gcttgccaaa ctagaaggct 10 8 0 

1088 



<210> 40 



42 



<211> 158 

<212> PRT 

<213> Candida albicans 
<400> 40 

Met Glu Pro Leu lie Ser Ala Pro Tyr Leu Thr Thr Thr Lys Met Ser 
15 10 15 

Ala Pro Ala Thr Leu Asp Ala Ala Cys He Phe Cys Lys He He Lys 
20 25 30 

Ser Glu He Pro Ser Phe Lys Leu He Glu Thr Lys Tyr Ser Tyr Ala 
35 40 45 

Phe Leu Asp He Gin Pro Thr Ala Glu Gly His Ala Leu He He Pro 
50 55 60 

Lys Tyr His Gly Ala Lys Leu His Asp He Pro Asp Glu Phe Leu Thr 
65 70 75 80 

Asp Ala Met Pro He Ala Lys Arg Leu Ala Lys Ala Met Lys Leu Asp 
85 90 95 

Thr Tyr Asn Val Leu Gin Asn Asn Gly Lys He Ala His Gin Glu Val 
100 105 110 

Asp His Val His Phe His Leu He Pro Lys Arg Asp Glu Lys Ser Gly 
115 120 125 

Leu He Val Gly Trp Pro Ala Gin Glu Thr Asp Phe Asp Lys Leu Gly 

130 135 140 

Lys Leu His Lys Glu Leu Leu Ala Lys Leu Glu Gly Ser Asp 
145 150 155 



<210> 41 
<211> 578 
<212> DNA 

<213> Candida albicans 
<400> 41 

aaaggtggtt ggagactttg tgttgtagct tagaatttct tccactatat gaaagccaag 60 
acctcttctc ctctttcgac acttcgttta tttccacttt cccttattta gtattcatcg 120 
ttcagaatgc tttctttatt tcacgacggt taccacaccc gtacaccctt atctcatttc 180 
accagtacct ttccttatta gattcatctt attttatttt aggattttta ggtcattgta 240 
cgacgcgtgt cgcaccatgg aaaaggtgtc gcagctgcga tgctatccat ttacccgtca 300 
tcattgctgg cagaaatccc atcttcctct gctggggtga tttatatata tggagagtta 360 
acgaatgtaa tatttctgaa tgttaaataa ttgttatccg tcattattgt ttcacttctc 420 
tctttgaaat ttcgcttgtt ttctgttttc atcttatatt ttacttcaat cctaagatag 480 
tcatatcgac ttaattccaa atgagagcta agtggagaaa gaagagaact agaagactta 540 
agagaaagag acggaaggtg agagccagat ccaaataa 578 



<210> 
<211> 



42 
25 



<212> PRT 

<213> Candida albicans 

<400> 42 

Met Arg Ala Lys Trp Arg Lys Lys 
1 5 

Arg Arg Lys Val Arg Ala Arg Ser 
20 



Arg Thr Arg Arg Leu Lys Arg Lys 
10 15 

Lys 
25 



<210> 43 
<211> 1268 
<212> DNA 

<213> Candida albicans 
<400> 43 

catgcggacc ttgtgtgttt tgtttctaga ttgttttatt tttatgattg ttgaagatat 6 0 
aaaccactgt atagttgtat aagataggat aatgatggtg cactgaaaat aaacttacta 12 0 
gctctttaat attgcaacgg cttgtaacgg gcgccatgat gacattcaga attataccac 180 
tactatatga aaaaatgaaa agaggccctg ctttgaaccc gtacatttta ttctataata 240 
ttgcatctgt ggtttgcctg acggcagcga gtccaacaca aagtctggca tatgctacga 3 00 
attttccacc atggattcag cacccaaaca tttgaatttt ttttcatgtc gattgtgaaa 360 
ttttactgaa gatgagggta aatagaggcc tgcaatcgtc atcatatgag aaatggatat 420 
attgaaaatc tactcacatc tcttttttgg gggtttggta gtacagtgag aacacgataa 4 80 
agaaccaaat aggactaaaa atggtatgta gagatgaata tacatgaaac ggacgtgata 54 0 
taatgtgcta tggaagaaaa aagtctcctt taatgtctgc aggataaata atcaagtggt 600 
ctgaagaaaa tttacagcta cagtattact gcaaaccttg caggcaaata tcagagagat 660 
ctcaccagct acaacttggt aacagaaatt tataagttta tggcacttgt taaaattgtt 720 
tggaagtttt cgaaattata atattggtct tcagaaacct ggaaccacat gtgaactatt 780 
ttttttggat aatgcattgc acagagcgta ttagtgtata cgagaatcta aaaatttgaa 84 0 
actggctcat aaaaacagga acttttacta acagttatga ttttttgttc ccattttctt 900 
atcaataggc cggcgttaaa gcttacgaac taagaaccaa atccaaggaa caattagctt 96 0 
ctcaattggt tgacttgaaa aaggagttgg ctgaattgaa ggtccaaaag ttgtccagac 1020 
catctttgcc aaagatcaag accgtcagaa agagtatcgc ctgtgtcttg accgtcatca 1080 
acgaacaaca aagagaagct gttagacaat tatacaaggg taagaagtac caaccaaagg 1140 
acttgagagc caagaagacc agagctttga gaagagcttt gaccaaattc gaagcttccc 12 00 
aagttaccga aaagcaaaga aagaagcaaa tcgctttccc acaaagaaag tacgctatca 1260 
aggcttaa 12 68 



<210> 44 
<211> 120 
<212> PRT 

<213> Candida albicans 
<400> 44 

Met Ala Gly Val Lys Ala Tyr Glu Leu Arg Thr Lys Ser Lys Glu Gin 
1 5 10 15 

Leu Ala Ser Gin Leu Val Asp Leu Lys Lys Glu Leu Ala Glu Leu Lys 
20 25 30 

Val Gin Lys Leu Ser Arg Pro Ser Leu Pro Lys lie Lys Thr Val Arg 
35 40 45 



44 



Lys Ser lie Ala Cys Val Leu Thr Val He Asn Glu Gin Gin Arg Glu 
50 55 60 

Ala Val Arg Gin Leu Tyr Lys Gly Lys Lys Tyr Gin Pro Lys Asp Leu 
65 70 75 80 

Arg Ala Lys Lys Thr Arg Ala Leu Arg Arg Ala Leu Thr Lys Phe Glu 
85 90 95 

Ala Ser Gin Val Thr Glu Lys Gin Arg Lys Lys Gin lie Ala Phe Pro 
100 105 110 

Gin Arg Lys Tyr Ala He Lys Ala 
115 120 



<210> 45 
<211> 2660 
<212> DNA 

<213> Candida albicans 



<400> 45 

tgggtgtcgt 
aaagcgatac 
tgtggttaga 
acgaagacga 
tatataattg 
aagtaatgtc 
gatgcccagt 
ggttttgatg 
tgatttttga 
cagatacccc 
aaacattagt 
caaagagttt 
acgacgactt 
gtcaagcgag 
acttatggaa 
aagcaatctc 
cgaaggattt 
gctctgttcc 
acaaaaagtg 
acaccgatat 
cgcccgacac 
ttgggttttg 
gtctaaataa 
aaacacatga 
tggcaaacac 
ccggagtact 
caagaccagg 
catgttttag 
acaataatgt 
gcaatattag 
ctaacaacac 
tgtcgcgaca 
cggatcattt 
acaataacaa 



caaacaggat 
gaaagaagat 
acaacatcca 
tgaagacagt 
taaattagta 
atgtacttgt 
ggaaaagttt 
caaatagcat 
tacagaaatt 
caaggatcaa 
atgccattat 
ggagagtgca 
tgttcttgtt 
agatgatggg 
ggaattcgat 
caacaacaat 
ggacgaaata 
agagatatac 
tacttcccct 
tagagcgttt 
aactcaaagt 
gactgtcaaa 
cagtccctat 
agaagcaact 
taagcaacca 
cgataaggct 
tgactggaat 
atgttctttt 
taacagtagt 
taacactgca 
gccagcagct 
aaattcattg 
ttcgggaaat 
caataatatt 



gccgtggaat 
atggtatcta 
gatggagtca 
gagtaggcgt 
acagtagtaa 
ttaatgtgac 
aaagtgaaaa 
tactaaagaa 
atgcactatg 
tgtcgcattg 
gggaccaatt 
atggtgcaat 
tccctgtatt 
tttattctta 
agatggtgtg 
tgtaatacta 
gttagaatat 
tctcttttaa 
gaagatatgg 
ttgcaagaga 
gagttggaat 
aacatcgtag 
gtggaagatc 
gaagtactag 
agggtggtgg 
caagaaattt 
tgcccatctt 
ccggcaccat 
agaaataatt 
gcgaatcacc 
ttaacataca 
aacatggcac 
aataatatag 
aacaatatga 



catacgaacc 
acgtatcccg 
caaatgaata 
tccataactt 
tagtagtgcc 
tttggtaata 
atttttcaac 
gagcgctagg 
tggtactaga 
cgaatatagc 
ctttaccgag 
tggacaagga 
caacatggca 
cttcttattt 
tcaaccatcc 
aaagtattag 
tggaagtttc 
aaaggacaac 
aatctgtctt 
aatctaagat 
catggtttac 
aagatacgtc 
aagatagtat 
cgttgaatgg 
aacatgtcct 
tatcgccttt 
gtggtttttc 
caaatagtca 
taaacaatcg 
cctatggtgc 
atagagctca 
catcgaacag 
ccccaaatta 
ccaataatag 



gcacattgtg 
tattgttgct 
tcaagggcct 
tgtgtatcta 
tattataaag 
tattttcatt 
acatacaagt 
ataattgtgc 
gctgcaagtt 
atttcaaatt 
cattgaagta 
tattcatgac 
tatccgtgtt 
acaacatccg 
ggagattttg 
tattaatgca 
aatcccaact 
ggatatatta 
aacaaaacca 
tttgtacatg 
ccaatatggt 
taacgttaat 
ctcaggattt 
gagatcaatc 
tgagcttcaa 
ccctcaaagt 
aaactttcaa 
aatacatact 
cgtgaactcg 
ccctgagttc 
ttttcctgca 
tgggtcgccg 
tcgttataat 
atataacatt 



gtagagctac 
tgggaaaaga 
cgtagcgatg 
catatataca 
ggttttcttt 
ctccgatgcc 
ttaataagtt 
attgctattg 
gcgcatttgc 
gtgaatgctg 
aacgggacga 
gttattggta 
accttaccac 
aaagtatttg 
ggacaaaaga 
gccaaaaata 
gaagaggcag 
atacaattgc 
tatgactcac 
aacaatttac 
gttagaccag 
aataactgga 
gttgtcttcc 
ctatctaatc 
ccttcttcca 
aaaaacaaac 
agacgtactg 
gcgaactcaa 
ggatcttcaa 
aacatgattg 
attacgccat 
ataattatag 
aataatatta 
aataacaaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 
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tcaacggtaa tgggaatggt aatgggaaca acagtaataa caataacaat cataataaca 210 0 
atcataataa caatcatcat aatggtagta tcaatagtaa tagtaatacc aataataata 2160 
ataataataa caatggtaac aatagtaata attgtaattc caatatcggt atgggaggat 222 0 
gtggctccaa catgccattt agagcaggag attggaagtg ttccacgtgc acgtatcata 2280 
actttgctaa aaacgtagtg tgcttacgct gtggtggtcc aaaatcaata agcggcgatg 2340 
caagtgaaac caatcattac atagattcat caacatttgg accagcgtcg cgtactccca 24 0 0 
gtaataacaa tatttctgtt aatactaatg gtggtagcaa tgctggtcgc accgatggga 2460 
acgataacaa aggtcgtgat attagtttga tggaatttat gtcaccaccg ttatcgatgg 252 0 
caacaaagtc aatgaaggag ggagatggga atggtagctc gtttaacgag ttcaaaagtg 2580 
acaaagctaa cgttaatttt tccaatgttg gtgataatag cgctttcggt aatggtttta 2640 
atagttcaat acgttggtag 2660 

<210> 46 

<211> 719 

<212> PRT 

<213> Candida albicans 

<400> 46 

Met His Tyr Val Val Leu Glu Leu Gin Val Ala His Leu Pro Asp Thr 
1 5 10 15 

Pro Lys Asp Gin Cys Arg lie Ala Asn lie Ala Phe Gin lie Val Asn 
20 25 30 

Ala Glu Thr Leu Val Cys His Tyr Gly Thr Asn Ser Leu Pro Ser lie 
35 40 45 

Glu Val Asn Gly Thr Thr Lys Ser Leu Glu Ser Ala Met Val Gin Leu 
50 55 60 

Asp Lys Asp lie His Asp Val lie Gly Asn Asp Asp Phe Val Leu Val 
65 70 75 80 

Ser Leu Tyr Ser Thr Trp His lie Arg Val Thr Leu Pro Arg Gin Ala 
85 90 95 

Arg Asp Asp Gly Phe He Leu Thr Ser Tyr Leu Gin His Pro Lys Val 
100 105 110 

Phe Asp Leu Trp Lys Glu Phe Asp Arg Trp Cys Val Asn His Pro Glu 
115 120 125 

He Leu Gly Gin Lys Lys Ala He Ser Asn Asn Asn Cys Asn Thr Lys 
130 135 140 

Ser He Ser He Asn Ala Ala Lys Asn Thr Lys Asp Leu Asp Glu He 
145 150 155 160 

Val Arg He Leu Glu Val Ser He Pro Thr Glu Glu Ala Gly Ser Val 
165 170 175 

Pro Glu He Tyr Ser Leu Leu Lys Arg Thr Thr Asp He Leu He Gin 
180 185 190 



Leu His Lys Lys Cys Thr Ser Pro Glu Asp Met Glu Ser Val Leu Thr 
195 200 205 
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Lys Pro Tyr Asp Ser His Thr Asp lie Arg Ala Phe Leu Gin Glu Lys 

210 215 220 

Ser Lys lie Leu Tyr Met Asn Asn Leu Pro Pro Asp Thr Thr Gin Ser 
225 230 235 240 

Glu Leu Glu Ser Trp Phe Thr Gin Tyr Gly Val Arg Pro Val Gly Phe 
245 250 255 

Trp Thr Val Lys Asn lie Val Glu Asp Thr Ser Asn Val Asn Asn Asn 
260 265 270 

Trp Ser Leu Asn Asn Ser Pro Tyr Val Glu Asp Gin Asp Ser lie Ser 
275 280 285 

Gly Phe Val Val Phe Gin Thr His Glu Glu Ala Thr Glu Val Leu Ala 
290 295 300 

Leu Asn Gly Arg Ser lie Leu Ser Asn Leu Ala Asn Thr Lys Gin Pro 
305 310 315 * 320 

Arg Val Val Glu His Val Leu Glu Leu Gin Pro Ser Ser Thr Gly Val 

325 330 335 

Leu Asp Lys Ala Gin Glu lie Leu Ser Pro Phe Pro Gin Ser Lys Asn 
340 345 350 

Lys Pro Arg Pro Gly Asp Trp Asn Cys Pro Ser Cys Gly Phe Ser Asn 
355 360 365 

Phe Gin Arg Arg Thr Ala Cys Phe Arg Cys Ser Phe Pro Ala Pro Ser 
370 375 380 

Asn Ser Gin lie His Thr Ala Asn Ser Asn Asn Asn Val Asn Ser Ser 
385 390 395 400 

Arg Asn Asn Leu Asn Asn Arg Val Asn Ser Gly Ser Ser Ser Asn lie 
405 410 415 

Ser Asn Thr Ala Ala Asn His Pro Tyr Gly Ala Pro Glu Phe Asn Met 
420 425 430 

lie Ala Asn Asn Thr Pro Ala Ala Leu Thr Tyr Asn Arg Ala His Phe 
435 440 445 

Pro Ala lie Thr Pro Leu Ser Arg Gin Asn Ser Leu Asn Met Ala Pro 
450 455 460 

Ser Asn Ser Gly Ser Pro lie lie lie Ala Asp His Phe Ser Gly Asn 
465 470 475 480 

Asn Asn lie Ala Pro Asn Tyr Arg Tyr Asn Asn Asn lie Asn Asn Asn 
485 490 495 

Asn Asn Asn lie Asn Asn Met Thr Asn Asn Arg Tyr Asn lie Asn Asn 
500 505 510 
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Asn lie Asn Gly Asn Gly Asn Gly Asn Gly Asn Asn Ser Asn Asn Asn 
515 520 525 

Asn Asn His Asn Asn Asn His Asn Asn Asn His His Asn Gly Ser lie 
530 535 540 

Asn Ser Asn Ser Asn Thr Asn Asn Asn Asn Asn Asn Asn Asn Gly Asn 
545 550 555 560 

Asn Ser Asn Asn Cys Asn Ser Asn lie Gly Met Gly Gly Cys Gly Ser 
565 570 575 

Asn Met Pro Phe Arg Ala Gly Asp Trp Lys Cys Ser Thr Cys Thr Tyr 
580 585 590 

His Asn Phe Ala Lys Asn Val Val Cys Leu Arg Cys Gly Gly Pro Lys 
595 600 605 

Ser He Ser Gly Asp Ala Ser Glu Thr Asn His Tyr He Asp Ser Ser 
610 615 620 

Thr Phe Gly Pro Ala Ser Arg Thr Pro Ser Asn Asn Asn He Ser Val 
625 630 635 640 

Asn Thr Asn Gly Gly Ser Asn Ala Gly Arg Thr Asp Gly Asn Asp Asn 
645 650 655 

Lys Gly Arg Asp He Ser Leu Met Glu Phe Met Ser Pro Pro Leu Ser 
660 665 670 

Met Ala Thr Lys Ser Met Lys Glu Gly Asp Gly Asn Gly Ser Ser Phe 
675 680 685 

Asn Glu Phe Lys Ser Asp Lys Ala Asii Val Asn Phe Ser Asn Val Gly 
690 695 700 

Asp Asn Ser Ala Phe Gly Asn Gly Phe Asn Ser Ser He Arg Trp 
705 710 715 



<210> 47 
<211> 578 
<212> DNA 

<213> Candida albicans 
<400> 47 

aacaagaaaa cccttccgtt gatcttagat ttcttagagg ttcatgaact agaaagcgac 60 
ttgaacaaag tcatccttca agaatcgaaa tctcaagaga aaaacaaaat ttaatgtaga 120 
ttgtccacta tctcatgtaa atatacataa caggtattcc tgagcgttcg aaaattagac 180 
tgtacttttc tgatgcgctc ccgtacacct ttgacatata caaacatccg cacattttat 240 
agctttcttt ctagaatttt ttccacgcgc tctcgatcaa tgaactctta aaagtaactg 300 
acccctaact ttttcccagg caaggctggc ctcattaccc tacccgaaag tttcacttta 360 
ccccatggca gatggacgat attttaacaa gacgaaactg acctcgtctt ctataaaact 420 
ggacttctaa gcaactctca tttatcttat atccgttcca ttttgtacta aaagaaccag 480 
accacatcga ttcaatcgaa atgagagcca agtggagaaa gaagagaact agaagactta 54 0 
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agagaaagag acggaaggtg agagccagat ccaaataa 



578 



<210> 48 
<211> 25 
<2-12> PRT 

<213> Candida albicans 

<400> 48 

Met Arg Ala Lys Trp Arg Lys Lys Arg Thr Arg Arg Leu Lys Arg Lys 
1 5 10 15 

Arg Arg Lys Val Arg Ala Arg Ser Lys 
20 25 



<210> 49 
<211> 1354 
<212> DNA 

<213> Candida albicans 



<400> 49 

tattgacgtt 

acacgaaatc 

caagactgaa 

ctcaatctgg 

atttaatttt 

gcgcagcctc 

gggtttgggc 

gtaatataat 

agtgagacag 

ctgcagaaca 

tttggaacgt 

taatcaagta 

atacatcttt 

ttggccgtag 

aaagccttcc 

gatgcctgtg 

tggaatatta 

aaccaaatcc 

attgaaggtc 

tatcgcctgt 

caagggtaag 

agctttgacc 

tttcccacaa 



tcgctctcag 
atattatgat 
gaggatcttt 
ggactgtatt 
ttatcacata 
tccgggtgaa 
aggattccag 
gttaagcata 
tatattcgaa 
gagaggatca 
aattcatccg 
tatcggatta 
aaattcagag 
atcgcctagc 
aacgaaataa 
cttgttagtt 
tttcattttt 
aaggaacaat 
caaaagttgt 
gtcttgaccg 
aagtaccaac 
aaattcgaag 
agaaagtacg 



gtccaccgtg 
aattcagaat 
gatttgttgt 
aatctcagac 
ataggtagct 
ccccacgaca 
catcaatttt 
cgctgtcgat 
atggtatgtt 
tagcaaccta 
ttggctatgt 
ttcgcaagca 
gttttgctga 
gtttgaccaa 
attagttatt 
cattataagt 
tatcctatta 
tggcttctca 
ccagaccatc 
tcatcaacga 
caaaggactt 
cttcccaagt 
ctattaaggc 



ttctcaaaag 
gatagtgtgg 
tactcaacaa 
ccatacatat 
taaattgtaa 
acttacctgg 
gcaaaattca 
tagcactatt 
tgagatgaac 
gtgcaagaaa 
ctattcaata 
aagaatcaag 
attttaatag 
atttaattct 
ggtttttttt 
gctaataaaa 
ataggccggt 
attggttgac 
tttgccaaag 
acaacaaaga 
gagagccaag 
taccgaaaag 
ttaa 



atacttttaa 
tactgtgtca 
ataatcttca 
ctacacccat 
agtcgcaaaa 
cactccatgc 
cacctgagta 
attgaccgta 
aaaataataa 
gagcctcgaa 
cagttagaat 
gaaaagaaag 
ggaagtttac 
cctaattttt 
ctctgttacg 
tactaacgtt 
gttaaagctt 
ttgaaaaagg 
atcaagaccg 
gaagctgtta 
aagaccagag 
caaagaaaga 



aacctaaaac 
attgactgtt 
cgaaaacttt 
aactttttac 
aaaaatggca 
actaacgggc 
attcatatat 
gaataggtac 
agactgacaa 
gcgttaaact 
acgaaagctg 
tgaaaatagc 
gttatgattg 
ttattgtaaa 
agggatatat 
aataaaaatt 
acgaactaag 
agttggctga 
tcagaaagag 
gacaattata 
ctttgagaag 
agcaaatcgc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1354 



<210> 50 
<211> 120 
<:212> PRT 

<213> Candida albicans 



<400> 50 

Met Ala Gly Val Lys Ala Tyr Glu Leu Arg Thr Lys Ser Lys Glu Gin 
15 10 15 
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Leu Ala Ser Gin Leu Val Asp Leu Lys Lys Glu Leu Ala Glu Leu Lys 
20 25 30 

Val Gin Lys Leu Ser Arg Pro Ser Leu Pro Lys lie Lys Thr Val Arg 
35 40 45 

Lys Ser He Ala Cys Val Leu Thr Val He Asn Glu Gin Gin Arg Glu 
50 55 60 

Ala Val Arg Gin Leu Tyr Lys Gly Lys Lys Tyr Gin Pro Lys Asp Leu 
65 70 75 80 

Arg Ala Lys Lys Thr Arg Ala Leu Arg Arg Ala Leu Thr Lys Phe Glu 
85 90 95 

Ala Ser Gin Val Thr Glu Lys Gin Arg Lys Lys Gin He Ala Phe Pro 
100 105 110 

Gin Arg Lys Tyr Ala He Lys Ala 
115 120 



<210> 51 
<211> 3254 
<212> DNA 

<213> Candida albicans 



<400> 51 

atcaagtttc ctttaaaggg atatataaca 
gaagaagaag cgttaaatat tggatctttc 
aggagagtca tttagaaggc gtattgctca 
taattaaaaa atataaaggt agtgattaga 
ttttgaacaa tttcccttct tttctttttt 
aatttacaca tcatgtactt ttctgcatca 
ataccgagaa tttcctcgaa aagttgacga 
aatattttaa aactgtttta acccatctag 
acagcggaaa caacttttaa atgatggaaa 
acaattttgg tagctcgaca caatatagtg 
tagagctaga gaagcccagt actctatccc 
agttagccag gttccaaaga agtagtgcta 
cctcctctac attttcgttc tcacccaaat 
atgaagacgg taacctaatg aatacacctt 
accctcacag aacatcgtct ttgccaagac 
gtaacctatc ccgagcaaat gagcccccaa 
ccaaggtcgc tccatttggc tatccaatac 
atgcttcttg tacgttatgt gacgagccta 
tagagcttgc atgtggccac ttaagtcacc 
cttcaaaggc agacgttcgt gcgctatttc 
acaaagccgt tcaatgcatt ccagaaaatg 
ttttgattca taagattcct gattctgagt 
cttattcacc actcttgcct ccttttgggt 
tatattctca agctccaagt ctaaacccaa 
gaaaccaaat tccacaaaaa aaatcaaact 
gaagaattcc gtccggagca aactctatct 
atgattctat ttctgctgtt tccaattcgg 
cgttgccgct gttaaggtca tattttattc 



gattctaaaa ctgacagaaa tatttcgagt 60 
cgcagttcta ctctgataca tttttgaagt 120 
atagtagaaa gcaggcctgt gcacatgaat 180 
cgacacatgt ccataggtaa cctgtcataa 24 0 
ttttttgggt gcggcgatat gtagcttgtt 30 0 
aaatatgaaa ggcgatagta gctaaagaaa 360 
caaaagaaag gcataaaaaa gtaatttgaa 42 0 
catccgcgct aaaaaaggaa gatacaggat 480 
ctcctacaga caatatagtt tccccttttc 540 
gtaccttgtc gagaactccc aaccaaataa 600 
cattgtcaag aggaaaaaaa tggacggaaa 660 
aaaagaaaag attctcacct tctcctattt 72 0 
ctagggtcac ttcttcaaac tcttctggca 780 
ctacggtttc cactgattat ttgccacaac 840 
ctaattccaa tctctttcac gcaagtaata 900 
gggccgaaaa tttatcagat aatataccac 960 
aaagaacctc tattaaaaaa tcctttttga 102 0 
tttctaacag aagaaaggga gagaaaatta 1080 
aagaatgtct tattatctct tttggcacca 1140 
ctttttgtac caaatgtaaa aaagatacta 1200 
atgaactaaa ggatattcta atttctgatt 1260 
tatcaatcac acctcagtcc cgctttcctc 1320 
tatcctatac acctgttgaa agacaaacga 1380 
atctcatatt ggctgcaccc cccaaggaaa 144 0 
atacattttt acattcaccc ctggggcaca 1500 
tagcagacac ctctgtagcg ttgtcagcta 1560 
taagagcaaa ggatgacgaa accaaaacaa 162 0 
aaattctttt gaacaatttc caggaagaat 1680 
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tgcaggattg gagaatagac ggggactatg 
tttccaaaga tggtcagaga tatatacaat 
taatagcaga agtggataac gatgttgatg 
tatttacacc tattgccaac ttgagaatga 
ccttaaataa acaacattgc gccgatttat 
ctgacgaaag cacaactgta cagaaatgga 
tcaatgagga caatatcact tcgaccctgc 
aagatgttgg taatggtagg cacgagacga 
aagttgttga agttggaaat gtgcacgata 
ccttaaattc aggagaatgt tctaggcaga 
ccacgataag ctcaattctt tcccttaaac 
tacagatcga ttttacgaaa ttgaaggaag 
taaaagcttt aaccattaaa tttgcgcgtt 
atgttctgga ctatggatcg gtattacaca 
tcaaatcaaa gagttcctcg acacaatttt 
ccgaaaatat tcatgaacat ttgggtattg 
aaaaatccat actatttcaa gattacagat 
atgaattgaa gattaaggtg ggctatttga 
tagtcgaggc cagctcctgg acttttgttt 
gttttgatga acatgatgac gatgacgaag 
ttgataatag ttcaggatca ctgtcggatg 
ctccatttga taatgaaaat gctaccgcaa 
agggtgaaca tagcaatata gaaaacttag 
tgattcctaa tattagattt tcacttcatt 
atgaaaatga tatgccagta ttattactta 
ccagacgcag ttcattctcg agtcttatag 
tggattatat atag 



gattactaag gttggtagac aaattgatga 174 0 
gctggtgttt cttatttgaa gacgcatttg 1800 
ttttggaaat tagactaaag aatttagaag 1860 
ctacactcga agcttcagta ctcaaatgca 1920 
cagatcttta cattgttcag aatataaatt 1980 
tatcaggtat attgaatcag gattttgtat 2040 
ctattcttcc cattataaag aacttttcaa 2100 
gtacctttct aggtttaatc aatcctaaca 2160 
atgatactgt aatcataagg aggggattca 2220 
gtactgtcga cagtatacaa tctgttctaa 2280 
gagaaaaacc tgataatttg gcaataatct 2340 
aagacagttt aattgttgtt tataacagtc 2400 
tgcagttttg tttcgttgat cgaaataatt 2460 
agatagattc actagattcc atctcaaatc 2 52 0 
cacctatttg gttgaaaaat actctatatc 2580 
ttgctgtatc aaatagtaat atggaagcaa 2 64 0 
gctttacaag ttttggaaga agaaggccca 2700 
acgttgacta cagtgataaa attgatgaac 2760 
tagaaactct ttgctacagt ttcggtctaa 2820 
aggataatga tgattcgacc gataatgaac 2880 
ctgaatctac aactactatt catattgatt 2940 
atatggtgaa tgacagaaac cttctcactg 3000 
aaactgtcgc ttcttcagta cagccagctc 3060 
ctgaggagga aggtactaat gaaaatgaaa 312 0 
gtgatatgga taaaggaatc gatggcataa 3180 
agagcggtaa taacaactgt cccctccata 3240 

3254 



<210> 52 
<211> 917 
<212> PRT 

<213> Candida albicans 



<400> 52 
Met Met Glu Thr 
1 

Gly Ser Ser Thr 
20 

lie lie Glu Leu 
35 

Lys Lys Trp Thr 
50 

Lys Lys Arg Phe 
65 

Ser Pro Lys Ser 



Gly Asn Leu Met 
100 



Pro Thr Asp Asn 
5 

Gin Tyr Ser Gly 



Glu Lys Pro Ser 
40 

Glu Lys Leu Ala 
55 

Ser Pro Ser Pro 
70 

Arg Val Thr Ser 
85 

Asn Thr Pro Ser 



lie Val Ser Pro 
10 

Thr Leu Ser Arg 
25 

Thr Leu Ser Pro 



Arg Phe Gin Arg 
60 

lie Ser Ser Ser 
75 

Ser Asn Ser Ser 
90 

Thr Val Ser Thr 
105 



Phe His Asn Phe 
15 

Thr Pro Asn Gin 
30 

Leu Ser Arg Gly 
45 

Ser Ser Ala Lys 



Thr Phe Ser Phe 
80 

Gly Asn Glu Asp 

95 

Asp Tyr Leu Pro 
110 



Gin His Pro His Arg Thr Ser Ser Leu Pro Arg Pro Asn Ser Asn Leu 
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115 120 125 

Phe His Ala Ser Asn Ser Asn Leu Ser Arg Ala Asn Glu Pro Pro Arg 
130 135 140 

Ala Glu Asn Leu Ser Asp Asn lie Pro Pro Lys Val Ala Pro Phe Gly 
145 150 155 160 

Tyr Pro lie Gin Arg Thr Ser lie Lys Lys Ser Phe Leu Asn Ala Ser 

165 170 175 

Cys Thr Leu Cys Asp Glu Pro lie Ser Asn Arg Arg Lys Gly Glu Lys 
180 185 190 

lie lie Glu Leu Ala Cys Gly His Leu Ser His Gin Glu Cys Leu lie 
195 200 205 

lie Ser Phe Gly Thr Thr Ser Lys Ala Asp Val Arg Ala Leu Phe Pro 
210 215 220 

Phe Cys Thr Lys Cys Lys Lys Asp Thr Asn Lys Ala Val Gin Cys He 
225 230 235 240 

Pro Glu Asn Asp Glu Leu Lys Asp He Leu He Ser Asp Phe Leu He 
245 250 255 

His Lys He Pro Asp Ser Glu Leu Ser He Thr Pro Gin Ser Arg Phe 
260 265 270 

Pro Pro Tyr Ser Pro Leu Leu Pro Pro Phe Gly Leu Ser Tyr Thr Pro 
275 280 285 

Val Glu Arg Gin Thr He Tyr Ser Gin Ala Pro Ser Leu Asn Pro Asn 
290 295 300 

Leu He Leu Ala Ala Pro Pro Lys Glu Arg Asn Gin He Pro Gin Lys 
305 310 315 320 

Lys Ser Asn Tyr Thr Phe Leu His Ser Pro Leu Gly His Arg Arg He 
325 330 335 

Pro Ser Gly Ala Asn Ser He Leu Ala Asp Thr Ser Val Ala Leu Ser 
340 345 350 

Ala Asn Asp Ser He Ser Ala Val Ser Asn Ser Val Arg Ala Lys Asp 
355 360 365 

Asp Glu Thr Lys Thr Thr Leu Pro Leu Leu Arg Ser Tyr Phe He Gin 
370 375 380 

He Leu Leu Asn Asn Phe Gin Glu Glu Leu Gin Asp Trp Arg He Asp 
385 390 395 400 

Gly Asp Tyr Gly Leu Leu Arg Leu Val Asp Lys Leu Met He Ser Lys 
405 410 415 



Asp Gly Gin Arg Tyr He Gin Cys Trp Cys Phe Leu Phe Glu Asp Ala 



52 



420 425 430 

Phe Val lie Ala Glu Val Asp Asn Asp Val Asp Val Leu Glu lie Arg 
435 440 445 

Leu Lys Asn Leu Glu Val Phe Thr Pro lie Ala Asn Leu Arg Met Thr 
450 455 460 

Thr Leu Glu Ala Ser Val Leu Lys Cys Thr Leu Asn Lys Gin His Cys 
465 470 475 480 

Ala Asp Leu Ser Asp Leu Tyr lie Val Gin Asn lie Asn Ser Asp Glu 
485 490 495 

Ser Thr Thr Val Gin Lys Trp lie Ser Gly lie Leu Asn Gin Asp Phe 
500 505 510 

Val Phe Asn Glu Asp Asn lie Thr Ser Thr Leu Pro lie Leu Pro lie 
515 520 525 

lie Lys Asn Phe Ser Lys Asp Val Gly Asn Gly Arg His Glu Thr Ser 
530 535 540 

Thr Phe Leu Gly Leu lie Asn Pro Asn Lys Val Val Glu Val Gly Asn 
545 550 555 560 

Val His Asp Asn Asp Thr Val lie lie Arg Arg Gly Phe Thr Leu Asn 
• 565 570 575 

Ser Gly Glu Cys Ser Arg Gin Ser Thr Val Asp Ser lie Gin Ser Val 
580 585 590 

Leu Thr Thr lie Ser Ser lie Leu Ser Leu Lys Arg Glu Lys Pro Asp 
595 600 605 

Asn Leu Ala lie lie Leu Gin lie Asp Phe Thr Lys Leu Lys Glu Glu 
610 615 620 

Asp Ser Leu lie Val Val Tyr Asn Ser Leu Lys Ala Leu Thr lie Lys 
625 630 635 640 

Phe Ala Atg Leu Gin Phe Cys Phe Val Asp Arg Asn Asn Tyr Val Leu 
645 650 ~ 655 

Asp Tyr Gly Ser Val Leu His Lys lie Asp Ser Leu Asp Ser lie Ser 
660 665 670 

Asn Leu Lys Ser Lys Ser Ser Ser Thr Gin Phe Ser Pro lie Trp Leu 
675 680 685 

Lys Asn Thr Leu Tyr Pro Glu Asn lie His Glu His Leu Gly lie Val 
690 695 700 

Ala Val Ser Asn Ser Asn Met Glu Ala Lys Lys Ser lie Leu Phe Gin 
705 710 715 720 



Asp Tyr Arg Cys Phe Thr Ser Phe Gly Arg Arg Arg Pro Asn Glu Leu 
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725 730 735 

Lys lie Lys Val Gly Tyr Leu Asn Val Asp Tyr Ser Asp Lys lie Asp 
740 745 750 

Glu Leu Val Glu Ala Ser Ser Trp Thr Phe Val Leu Glu Thr Leu Cys 
755 760 - 765 

Tyr Ser Phe Gly Leu Ser Phe Asp Glu His Asp Asp Asp Asp Glu Glu 
770 775 780 

Asp Asn Asp Asp Ser Thr Asp Asn Glu Leu Asp Asn Ser Ser Gly Ser 
785 790 ^ 795 800 

Leu Ser Asp Ala Glu Ser Thr Thr Thr lie His lie Asp Ser Pro Phe 
805 810 815 

Asp Asn Glu Asn Ala Thr Ala Asn Met Val Asn Asp Arg Asn Leu Leu 
820 825 830 

Thr Glu Gly Glu His Ser Asn lie Glu Asn Leu Glu Thr Val Ala Ser 
835 840 845 

Ser Val Gin Pro Ala Leu lie Pro Asn lie Arg Phe Ser Leu His Ser 
850 855 860 

Glu Glu Glu Gly Thr Asn Glu Asn Glu Asn Glu Asn Asp Met Pro Val 
865 870 875 880 

Leu Leu Leu Ser Asp Met Asp Lys Gly lie Asp Gly lie Thr Arg Arg 

885 890 895 

Ser Ser Phe Ser Ser Leu lie Glu Ser Gly Asn Asn Asn Cys Pro Leu 
900 905 910 

His Met Asp Tyr He 
915 



<210> 53 
<211> 3422 
<212> DNA 

<213> Candida albicans 



<400> 53 

ccgtgtcaag 

gtggaacact 

aagattatcg 

cgaactctga 

ctgattcaga 

ttatggaaca 

ccgtgtactc 

acgttcatta 

tattgaacaa 

tcgatccttc 

agggatctga 



atctaacacg 
ggataatgat 
tgatgctaat 
tgtggtagac 
cccagaatga 
gcattttaga 
gctacacgta 
agactcagtt 
gagtgcacct 
tccgagtatg 
tgaacaaaaa 



gtagtcagct 
tacgtgaaca 

gctagaagta 
ctcagctatt 
tatccttctc 
aaagtattac 
gaaagaaatc 
aagattgcct 
atgacttcac 
gagacttact 
attgacacga 



actacacaag 
gacaaaagct 
atatatcgcg 
ctctggggca 
tgtagttttg 
ccagcttatc 
agaaaacaac 
tgagaataaa 
tttcttcaca 
cgagtaccga 
tgaaatcaat 



gtctcagaac 
tcctacacat 
tcaggactct 
tggcttgcgt 
tagatgtcat 
acttcgtttt 
agctcgacaa 
caaaagtaat 
gccagcgtac 
ttttcagaaa 
tttagttaca 



agaatgagaa 
atctctcttc 
gtctccacaa 
gtggcaaacc 
atatgtacgt 
ttttttcttt 
gtgaaatttg 
cacagttaac 
acgttggttt 
gctcttgaaa 
atgctggaag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 
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gaaatccaat gcctgaattg ttgatgcaca 
aggaattaaa aaagcttttg tacttctact 
gaaaattgag acatgaaatg attcttgtct 
ctaatgaata tattagaggt aacacattaa 
tcttagaaca gatggttccc tctgtcttag 
gtaagtatgc aatcctagca gttttctcca 
atgctaaaga aatcatcaat tcgttcatag 
atgcatttat tgggttagct gaattagatc 
atattgctga tatagaaaac ctagaccctt 
gacaagatgc aaacaggacc cctgctttga 
tgctttcgac cacgacttcc gatgaagtca 
tgtctgccaa tccaaatgtc ttggttcctg 
aggtttctga taataacatt aagttaattg 
ataacgtagg tgctttggaa gagttaaccc 
atttagacgt tcgttcaaag gcgcttgata 
ctgaagatgt tgttcagctt ttgaagaaag 
aagacaaggc aatgcagtac agacaattgt 
actttgtaga aatggcagca agtgttgttt 
actcggttgc cgccagtggt atcattgcct 
aacttagagc caatatcctt gaaaacatgg 
aagcttaccg cggtgcatta tggattatgg 
aacattgttg gaagcacatt cgtaacagcg 
tcaaaaagtt aacacaaaac caagaacaca 
agccaactgg tccagttatt ctaccagacg 
tgaagacttc tcaaaagtca gttaccgatg 
ggtttgtttt aagtggtgat ttctacacag 
ttgttttaaa attcgaaaac gtttccaaga 
aagctttact aattttagtt agtattgtaa 
aaattgatga agattcttta gagagagtta 
ttaatcctga ggaaaagaag gaagaagtta 
ccaaatcctc attcaagaga caaattgaaa 
taaaagacag ttgcaaaaac atcgaaccaa 
ctggtgtgga ttctactaat gtgcaaaaag 
tgaaaggaga tgcaatccac gctactagca 
tacctttatg tggcttttct gatccagttt 
ttgacgtcgt attagatgtt cttcttgtta 
atgtgcaatt tgcaactctt ggtgatttga 
tgattcctca tggcttccac aaattcactg 
gtgtcatttt cggtaatatt atttatgatg 
ttttaaacga cgttcatgtt gacattatgg 
aacatttccg taccatgtgg aatgcatttg 
aactaccaac attgcatgct tatttgagag 
taacaccatc agagtcgttg ggagaagatg 
cgaagtcgtc ctttggtgaa gatgccctag 
ccaatgatgt cataggttat gttcgtatcc 
taggtgacag agtggcattg attgctaaga 
ga 



taataagatt tgtcatgcct tctaaaaata 720 
gggaaattgt tcccaaacta gctgaagatg 780 
gtaatgccat tcaacacgat ttgcaacatc 84 0 
ggtttttaac gaaattgaga gaggccgaac 900 
cgtgcttgga ataccgtcat gcatatgttc 960 
ttttcaaggt cagcgaacat ttacttcccg 1020 
tagctgaaac tgatccaata tgtaaaagaa 10 8 0 
gtgaaaatgc cttacactat ttagagaaca 1140 
tattacaagc tgtctttgtt caatttatca 1200 
aagcccaata tatcgaatta ttgatggaac 1260 
tcttcgagac cgcattagcc ctaactgtgt 1320 
cggttaacaa attgattgac ttggccgtca 1380 
ttctagaccg tattcaagac atcaatgcta 1440 
tggatatttt gagagtcttg aatgcagaag 1500 
tttcaatgga cttggccaca tccagaaatg 1560 
agctgcaaac aaccgtaaat aacccagatc 162 0 
taataaaaac tattcgtacc gtggctgtaa 1680 
cgctattatt agatttcatc ggtgatttaa 1740 
ttatcaaaga agtgatcgaa aaatacccac 1800 
ttcaaacgct agacaaagtg agatctgcta 1860 
gtgagtatgc tgaaggagaa agtgagatac 192 0 
taggtgaagt tcctatcctt caatcagaaa 1980 
ccgaagaaaa tgaggttgac gctaccgcca 2040 
gtacgtatgc cactgaaagc gctttcgatg 2100 
aagaacgtga ttctagacct ccaattcgcc 2160 
ctgccattct ggccaacacc atcattaaac 2220 
acaaaactgt catcaatgct ctaaaggcgg 2280 
gagtgggtca aagctctttg gtggagaaaa 2340 
tgacatctat ttctatttta ttggatgaag 2400 
aacttctgga ggttgcattc ctggacacca 2460 
ttgcaaagaa gaacaagcat aagagagcat 2520 
ttgatacgcc gatttctttc aggcaatttg 2580 
atagtattga agaagattta caactggcaa 2 64 0 
gctctagtat ttcgaagctg aagaagatag 2700 
acgccgaggc ttgtattaca aacaatcaat 2 7 60 
atcaaacgaa agaaacattg aaaaacctac 2 82 0 
agattattga cacaccacag aagaccaacg 2880 
ttactgtcaa agtttcctct gctgacacag 2940 
gtgcgcatgg tgaagatgct cgttatgtta 3000 
attatatcaa accagccact gctgacgatg 3060 
agtgggagaa caaaatatcg gtcaaatcac 312 0 
aactggtcaa gggaactaat atgggtattc 3180 
attgtaggtt cttaagttgt aatctgtatg 3240 
ccaacttgtg tatcgaaaag gattccaaaa 3300 
gatcaaaggg acaaggtttg gctctgtccc 3360 
agaccaataa acttgctctc actcatgttt 3420 

3422 



<210> 54 
<211> 973 
<212> PRT 

<213> Candida albicans 



<400> 54 

Met Thr Ser Leu Ser Ser Gin Pro Ala Tyr Thr Leu Val Phe Asp Pro 
15 10 15 



::i SO 30 Ql :t/Qi . 2 H 6. 0 A 
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Ser Pro Ser Met Glu Thr Tyr Ser Ser Thr Asp Phe Gin Lys Ala Leu 
20 25 30 

Glu Lys Gly Ser Asp Glu Gin Lys lie Asp Thr Met Lys Ser lie Leu 
35 40 45 

Val Thr Met Leu Glu Gly Asn Pro Met Pro Glu Leu Leu Met His lie 
50 55 60 

lie Arg Phe Val Met Pro Ser Lys Asn Lys Glu Leu Lys Lys Leu Leu 
65 70 75 80 

Tyr Phe Tyr Trp Glu lie Val Pro Lys Leu Ala Glu Asp Gly Lys Leu 
85 90 95 

Arg His Glu Met lie Leu Val Cys Asn Ala lie Gin His Asp Leu Gin 
100 105 110 

His Pro Asn Glu Tyr lie Arg Gly Asn Thr Leu Arg Phe Leu Thr Lys 
115 120 125 

Leu Arg Glu Ala Glu Leu Leu Glu Gin Met Val Pro Ser Val Leu Ala 
130 135 140 

Cys Leu Glu Tyr Arg His Ala Tyr Val Arg Lys Tyr Ala lie Leu Ala 
145 150 155 160 

Val Phe Ser lie Phe Lys Val Ser Glu His Leu Leu Pro Asp Ala Lys 
165 170 175 

Glu lie lie Asn Ser Phe lie Val Ala Glu Thr Asp Pro lie Cys Lys 
180 185 190 

Arg Asn Ala Phe lie Gly Leu Ala Glu Leu Asp Arg Glu Asn Ala Leu 
195 200 205 

His Tyr Leu Glu Asn Asn lie Ala Asp lie Glu Asn Leu Asp Pro Leu 
210 215 220 

Leu Gin Ala Val Phe Val Gin Phe lie Arg Gin Asp Ala Asn Arg Thr 
225 230 235 240 

Pro Ala Leu Lys Ala Gin Tyr lie Glu Leu Leu Met Glu Leu Leu Ser 

245 250 255 

Thr Thr Thr Ser Asp Glu Val lie Phe Glu Thr Ala Leu Ala Leu Thr 
260 265 270 

Val Leu Ser Ala Asn Pro Asn Val Leu Val Pro Ala Val Asn Lys Leu 
275 280 285 

lie Asp Leu Ala Val Lys Val Ser Asp Asn Asn lie Lys Leu lie Val 
290 295 300 



Leu Asp Arg lie Gin Asp lie Asn Ala Asn Asn Val Gly Ala Leu Glu 
305 310 315 320 
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Glu Leu Thr Leu Asp 

325 

Val Arg Ser Lys Ala 
340 

Asn Ala Glu Asp Val 
355 

Val Asn Asn Pro Asp 
370 

lie Lys Thr lie Arg 
385 

Ser Val Val Ser Leu 
405 

Ala Ala Ser Gly lie 
420 

Pro Gin Leu Arg Ala 
435 

Lys Val Arg Ser Ala 
450 

Glu Tyr Ala Glu Gly 
465 

Arg Asn Ser Val Gly 
485 

Leu Thr Gin Asn Gin 
500 

Ala Lys Pro Thr Gly 
515 

Glu Ser Ala Phe Asp 
530 

Glu Arg Asp Ser Arg 

545 

Phe Tyr Thr Ala Ala 
565 

Lys Phe Glu Asn Val 
580 

Ala Glu Ala Leu Leu 
595 

Ser Leu Val Glu Lys 
610 



lie Leu Arg Val Leu Asn 

330 

Leu Asp lie Ser Met Asp 
345 

Val Gin Leu Leu Lys Lys 
360 

Gin Asp Lys Ala Met Gin 
375 

Thr Val Ala Val Asn Phe 
390 395 

Leu Leu Asp Phe lie Gly 
410 

lie Ala Phe lie Lys Glu 
425 

Asn lie Leu Glu Asn Met 

440 

Lys Ala Tyr Arg Gly Ala 
455 

Glu Ser Glu lie Gin His 
470 475 

Glu Val Pro lie Leu Gin 
490 

Glu His Thr Glu Glu Asn 
505 

Pro Val lie Leu Pro Asp 
520 

Val Lys Thr Ser Gin Lys 
535 

Pro Pro lie Arg Arg Phe 

550 555 

He Leu Ala Asn Thr He 
570 

Ser Lys Asn Lys Thr Val 
585 

He Leu Val Ser He Val 
600 

Lys He Asp Glu Asp Ser 
615 



Ala Glu Asp Leu Asp 

335 

Leu Ala Thr Ser Arg 
350 

Glu Leu Gin Thr Thr 
365 

Tyr Arg Gin Leu Leu 
380 

Val Glu Met Ala Ala 
400 

Asp Leu Asn Ser Val 
415 

Val He Glu Lys Tyr 
430 

Val Gin Thr Leu Asp 
445 

Leu Trp He Met Gly 
460 

Cys Trp Lys His He 
480 

Ser Glu He Lys Lys 
495 

Glu Val Asp Ala Thr 
510 

Gly Thr Tyr Ala Thr 
525 

Ser Val Thr Asp Glu 
540 

Val Leu Ser Gly Asp 

560 

He Lys Leu Val Leu 
575 

He Asn Ala Leu Lys 
590 

Arg Val Gly Gin Ser 
605 

Leu Glu Arg Val Met 
620 
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Thr Ser lie Ser He Leu Leu Asp Glu Val Asn Pro Glu Glu Lys Lys 
625 630 635 640 

Glu Glu Val Lys Leu Leu Glu Val Ala Phe Leu Asp Thr Thr Lys Ser 
645 650 655 

Ser Phe Lys Arg Gin He Glu He Ala Lys Lys Asn Lys His Lys Arg 
660 665 670 

Ala Leu Lys Asp Ser Cys Lys Asn He Glu Pro He Asp Thr Pro He 
675 680 685 

Ser Phe Arg Gin Phe Ala Gly Val Asp Ser Thr Asn Val Gin Lys Asp 
690 695 700 

Ser He Glu Glu Asp Leu Gin Leu Ala Met Lys Gly Asp Ala He His 
705 710 715 720 

Ala Thr Ser Ser Ser Ser He Ser Lys Leu Lys Lys He Val Pro Leu 
725 730 735 

Cys Gly Phe Ser Asp Pro Val Tyr Ala Glu Ala Cys He Thr Asn Asn 
740 745 750 

Gin Phe Asp Val Val Leu Asp Val Leu Leu Val Asn Gin Thr Lys Glu 
755 760 765 

Thr Leu Lys Asn Leu His Val Gin Phe Ala Thr Leu Gly Asp Leu Lys 
770 775 780 

He He Asp Thr Pro Gin Lys Thr Asn Val He Pro His Gly Phe His 
785 790 795 800 

Lys Phe Thr Val Thr Val Lys Val Ser Ser Ala Asp Thr Gly Val He 
805 810 815 

Phe Gly Asn He He Tyr Asp Gly Ala His Gly Glu Asp Ala Arg Tyr 
820 825 830 

val He Leu Asn Asp Val His Val Asp He Met Asp Tyr He Lys Pro 
835 840 845 

Ala Thr Ala Asp Asp Glu His Phe Arg Thr Met Trp Asn Ala Phe Glu 
850 855 860 

Trp Glu Asn Lys He Ser Val Lys Ser Gin Leu Pro Thr Leu His Ala 
865 870 875 880 

Tyr Leu Arg Glu Leu Val Lys Gly Thr Asn Met Gly He Leu Thr Pro 
885 890 895 

Ser Glu Ser Leu Gly Glu Asp Asp Cys Arg Phe Leu Ser Cys Asn Leu 
900 905 910 

Tyr Ala Lys Ser Ser Phe Gly Glu Asp Ala Leu Ala Asn Leu Cys He 
915 920 925 



58 



Glu Lys Asp Ser Lys Thr Asn Asp Val lie Gly Tyr Val Arg lie Arg 
930 935 940 

Ser Lys Gly Gin Gly Leu Ala Leu Ser Leu Gly Asp Arg Val Ala Leu 
945 950 955 960 

lie Ala Lys Lys Thr Asn Lys Leu Ala Leu Thr His Val 

965 970 



<210> 55 
<211> 1652 
<212> DNA 

<213> Candida albicans 

<400> 55 

aaactttgtt caagattatg ctttctttgt 
actgcatgtg gataaaagtt tttcgaatcg 
aatgatttct gatactcttt gattccattc 
aattaagtat ttcttggccc tgcttctttt 
tttaatttct ggagaatctc tttttttgtt 
tagtatcgag agtagactat ctttggaaag 
tacagaacca atattaaaca caatctttcc 
ccaatcgtga atccgatagc atatactttt 
cgaagagtgc taagggacaa atgcaaaacc 
cLgggaagcag ctcaatggct acttataatg 
ctccgcaaat tgcacagccc agcacgtccc 
ccactaatgg ggacaccgac atatctgtta 
acttgatgca tctatctggt ccgtctgact 
catcttatat catccctccg cattcaaatg 
ctcaaaatgc tcatgttagt attcaacctt 
tatcttatgc accttatcaa ataaatcccc 
tatctttgaa taaggagtat attgcagagg 
ccagtgttac tactgcacct ccttcttttc 
ctgataataa tgataataat gataatgtaa 
tcataagtag ttcaggcaaa actttaagaa 
ctcaaaaggc atttagacaa aggaaagaaa 
agatatttga cgatttacta gcagaaaata 
gaaatgacaa caacatttta atagctcagc 
taagaagtga gtatgatgtc ttatgtaacg 
taataaaaaa tgaacacaac atgtcaagaa 
aacgcttcca cgctgaatat atacgaatga 
aacaagaaca acgagatgaa atagagcaac 
tagtagggag acactcggat agtgccacgt 



<210> 56 
<211> 383 
<212> PRT 

<213> Candida albicans 



aattttaaac atagtcttgc acttattttt 60 
tttgcaggca aatgtaaact attacttttt 120 
tgtcatactt ttttctgcat ttgaaacgct 180 
ccttttgatt tcttttttta ttctcaagtt 240 
tattttgtta acacagttag tggagccttg 300 
caatgcgagt tgagagattg tggagtgtac 3 60 
tcaaactgta acaccgagtt tttttcccca 420 
gtctagaaat ttcaataaac aacagaataa 4 80 
ctccgttgat tcgtcccgat atgtataatc 54 0 
cctctgagaa gaatctaaat gagcatcctt 600 
aaaagttacc ttatagaata aatcctacaa 660 
acagcaatcc tatccagcct cctttgccaa 720 
atagatcgat gcatcaaagt cctatacatc 780 
aaagaaaaca atcagcttct tacaacagac 84 0 
ccgtggtatt cccccctaaa agttattcca 900 
ctttaccaaa tggacttccg aaccagagca 960 
agcaactatc aaccctccca tctcgcaata 1020 
aaaacagtgc tgataccgct aaaaattcag 1080 
ccaaacctgt tcctgataaa gacacccaac 1140 
atactagaag agctgctcaa aatagaaccg 12 0 0 
aatacatcaa gaatctcgaa caaaaatcaa 1260 
ataacttcaa atcattaaac gattcattaa 1320 
atgaagctat aaggaatgca attactatgt 13 8 0 
aaaacaacat gttgaagaat gagaatagta 144 0 
atgaaaatga aaacctaaaa cttgagaata 1500 
tcgaggatat tgaaaatact aaaagaaagg 1560 
taaaaaaaaa aataagatcc ctggaggaaa 162 0 



<400> 56 

Met Gin Asn Pro Pro Leu He Arg Pro Asp Met Tyr Asn Gin Gly Ser 
15 10 15 
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Ser Ser Met Ala Thr Tyr Asn Ala Ser Glu Lys Asn Leu Asn Glu His 
20 25 30 

Pro Ser Pro Gin lie Ala Gin Pro Ser Thr Ser Gin Lys Leu Pro Tyr 
35 40 45 

Arg lie Asn Pro Thr Thr Thr Asn Gly Asp Thr Asp lie Ser Val Asn 
50 55 60 

Ser Asn Pro lie Gin Pro Pro Leu Pro Asn Leu Met His Leu Ser Gly 
65 70 75 80 

Pro Ser Asp Tyr Arg Ser Met His Gin Ser Pro He His Pro Ser Tyr 
85 90 95 

He He Pro Pro His Ser Asn Glu Arg Lys Gin Ser Ala Ser Tyr Asn 
100 105 110 

Arg Pro Gin Asn Ala His Val Ser He Gin Pro Ser Val Val Phe Pro 
115 120 125 

Pro Lys Ser Tyr Ser He Ser Tyr Ala Pro Tyr Gin He Asn Pro Pro 
130 135 140 

Leu Pro Asn Gly Leu Pro Asn Gin Ser He Ser Leu Asn Lys Glu Tyr 
145 150 155 160 

He Ala Glu Glu Gin Leu Ser Thr Leu Pro Ser Arg Asn Thr Ser Val 
165 170 175 

Thr Thr Ala Pro Pro Ser Phe Gin Asn Ser Ala Asp Thr Ala Lys Asn 
180 185 190 

Ser Ala Asp Asn Asn Asp Asn Asn Asp Asn Val Thr Lys Pro Val Pro 
195 200 205 

Asp Lys Asp Thr Gin Leu He Ser Ser Ser Gly Lys Thr Leu Arg Asn 
210 215 220 

Thr Arg Arg Ala Ala Gin Asn Arg Thr Ala Gin Lys Ala Phe Arg Gin 
225 230 235 240 

Arg Lys Glu Lys Tyr He Lys Asn Leu Glu Gin Lys Ser Lys He Phe 
245 250 255 

Asp Asp Leu Leu Ala Glu Asn Asn Asn Phe Lys Ser Leu Asn Asp Ser 
260 265 270 

Leu Arg Asn Asp Asn Asn He Leu He Ala Gin His Glu Ala^Ile Arg 
275 280 285 

Asn Ala He Thr Met Leu Arg Ser Glu Tyr Asp Val Leu Cys Asn Glu 
290 295 300 



Asn Asn Met Leu Lys Asn Glu Asn Ser He He Lys Asn Glu His Asn 
305 310 315 320 
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Met Ser Arg Asn Glu Asn Glu Asn Leu Lys Leu Glu Asn Lys Arg Phe 
325 330 335 

His Ala Glu Tyr He Arg Met He Glu Asp He Glu Asn Thr Lys Arg 

340 345 350 

Lys Glu Gin Glu Gin Arg Asp Glu He Glu Gin Leu Lys Lys Lys He 
355 360 365 

Arg Ser Leu Glu Glu He Val Gly Arg His Ser Asp Ser Ala Thr 
370 375 380 



<210> 57 
<211> 2270 
<212> DNA 

<213> Candida albicans 



<400> 57 

ccgacagtac gacttaaaaa acaaaaacaa 
tacacggttt agatcaacaa gatccaatac 
aaaagaagta gcctgtataa tatagagaga 
tttctacaag tatttgacac tggaaaaaaa 
taaatctaca cagttgccta tcgtttatcg 
ctctggtgca ttatttcatg ttagttacca 
tgattgaaaa aattggtata ttttcagtac 
ccaaccgtta taactattcc agatcctctt 
ggatttttcc atctaataca atgagtggag 
ggtatggcat gccaattcat ttactaaggg 
taaccatcaa cgaattaaaa atagccatac 
acatgttgaa ggattatttg tttgtgatct 
atctgttgaa agtttatggg ccggtgaggt 
gaagattgtt tcgttggtta ttggactcac 
tcacaaaggt caaacaatcg atcgaagacg 
atttcccaca gttgccatcc aatgggatac 
aattgaacga cttgatacca catacccaat 
accacggtgg tgatgatttg atccacttac 
ccaatcaatt acatcccgat gtctttcctg 
ctatggtttt aagaatgttt aatgcccctt 
gtggtacaga atccttgctt ttagcatgtc 
gtggaatcac cgaaccagaa ataattgctc 
ctgcttatta ctttggcatg aagctacgcc 
tggacctggg aaaagtgaaa aaattcatca 
ctccaaactt tcctcatggt attgccgatg 
aatataaact tcctttacac gtcgacagtt 
aaaaggctgg ttacaaaaat ctgccattac 
tatcatgtga cactcataaa tatggatttg 
gaaacagcga cttacgaatg catcagtatt 
atggctctcc tacattagca gggtccaggc 
ctatggtcaa catgggtgaa aatgggtaca 
caatgaagtt taaaaaatac atccaggaaa 
ctagatattc agtcatttca ttttcttcaa 
ggttgtccaa gaaaggctgg catttcaatg 
ccttcacgag attgagcgct catgttgtgg 
tgcaagagtt gaagagcgaa tcaaattcta 
atggtgtcgc cgggagcgtt aaaactgctg 



cgtccaggtg gaaaaagctg ccgcaaatgg 60 
ccctaattac acatgaatgt gacgtttcct 12 0 

ttttatatac tttcttaatg aattagactg 180 
gagaaagtac atagagattg gccaaatatt 240 
ccttattctt cagaaacatt tcatcaacta 300 
tatataccgg ccggccgcat cggggttttt 3 60 
acatataaat aaaaccctca atttgcctct 42 0 
taccgagcaa gtaggctagc ttctgtaaag 480 
tatcaaataa aacagtatca attaatggtt 54 0 
aagaaggcga ctttgcccag tttatgattc 600 
atggttacct cagaaatacc ccatggtaca 660 
tttgttacaa gctaataagt aatttttttt 72 0 
tagcagtgag aacatacgag catagttcca 780 
catttttgag gggtaccgta gaaaaggaag 84 0 
aactaattag atcggactct cagttaatga 900 
ctcaggatga tgttattgaa gagctaaata 960 
ggaaggaagg aaaggtctct ggtgccgttt 102 0 
aaacaatcgc atacgaaaaa tattgcgttg 10 8 0 
ccgtacgtaa aatggaatcc gaagtggttt 114 0 
ctgatacagg ttgtggtacc acaacttcag 12 0 0 
tgagcgctaa aatgtatgcc cttcatcatc 1260 
ccgtaactgc acatgctggg tttgacaaag 1320 
acgtggagct agatccaacg acatatcaag 13 80 
ataagaacac aattttactg gtcggttccg 1440 
atattgaagg attgggtaaa atagcacaaa 15 0 0 
gtctaggttc ctttattgtt tcatttatgg 1560 
ttgactttag agtcccggga gtcacctcaa 162 0 
caccaaaagg ctcgtcagtt ataatgtata 1680 
acgtaaatcc tgcttggact ggcgggttat 1740 
ctggtgctat tgtcgtaggt tgttgggcca 1800 
ttgagtcgtg ccaagaaata gtcggtgcag 18 60 
acattccaga cctgaatata atgggcaacc 192 0 
agaccttgaa catacacgaa ctatctgaca 1980 
ccctacaaaa gccggttgca ctacacatgg 2040 
atgagatctg cgacatttta cgtactaccg 2100 
aaccat cccc agacggaact agcgctctat 2160 
gcgttgcaga caaattgatt gtgggattcc 2220 
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tagacgcatt atacaagttg ggtccaggag aggataccgc caccaagtag 22 70 



<210> 58 
<211> 589 
<212> PRT 

<213> Candida albicans 

<400> 58 

Met Ser Gly Val Ser Asn Lys Thr Val Ser lie Asn Gly Trp Tyr Gly 
1 5 10 15 

Met Pro lie His Leu Leu Arg Glu Glu Gly Asp Phe Ala Gin Phe Met 
20 25 30 

lie Leu Thr lie Asn Glu Leu Lys lie Ala lie His Gly Tyr Leu Arg 
35 40 45 

Asn Thr Pro Trp Tyr Asn Met Leu Lys Asp Tyr Leu Phe Val lie Phe 
50 55 60 

Cys Tyr Lys Leu lie Ser Asn Phe Phe Tyr Leu Leu Lys Val Tyr Gly 
65 70 75 80 

Pro Val Arg Leu Ala Val Arg Thr Tyr Glu His Ser Ser Arg Arg Leu 
85 90 95 

Phe Arg Trp Leu Leu Asp Ser Pro Phe Leu Arg Gly Thr Val Glu Lys 
100 105 110 

Glu Val Thr Lys Val Lys Gin Ser lie Glu Asp Glu Leu lie Arg Ser 
115 120 125 

Asp Ser Gin Leu Met Asn Phe Pro Gin Leu Pro Ser Asn Gly lie Pro 
130 135 140 

Gin Asp Asp Val lie Glu Glu Leu Asn Lys Leu Asn Asp Leu lie Pro 

145 . 150 155 160 

His Thr Gin Trp Lys Glu Gly Lys Val Ser Gly Ala Val Tyr His Gly 
165 170 175 

Gly Asp Asp Leu lie His Leu Gin Thr lie Ala Tyr Glu Lys Tyr Cys 
180 185 190 

Val Ala Asn Gin Leu His Pro Asp Val Phe Pro Ala Val Arg Lys Met 
195 200 205 

Glu Ser Glu Val Val Ser Met Val Leu Arg Met Phe Asn Ala Pro Ser 
210 215 220 

Asp Thr Gly Cys Gly Thr Thr Thr Ser Gly Gly Thr Glu Ser Leu Leu 
225 230 235 240 

Leu Ala Cys Leu Ser Ala Lys Met Tyr Ala Leu His His Arg Gly lie 
245 250 255 
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Thr Glu Pro Glu lie lie Ala Pro Val Thr Ala His Ala Gly Phe Asp 
260 265 270 

Lys Ala Ala Tyr Tyr Phe Gly Met Lys Leu Arg His Val Glu Leu Asp 
275 280 285 

Pro Thr Thr Tyr Gin Val Asp Leu Gly Lys Val Lys Lys Phe lie Asn 

290 295 300 

Lys Asn Thr lie Leu Leu Val Gly Ser Ala Pro Asn Phe Pro His Gly 
305 310 315 320 

He Ala Asp Asp He Glu Gly Leu Gly Lys He Ala Gin Lys Tyr Lys 
325 330 335 

Leu Pro Leu His Val Asp Ser Cys Leu Gly Ser Phe He Val Ser Phe 
340 345 350 

Met Glu Lys Ala Gly Tyr Lys Asn Leu Pro Leu Leu Asp Phe Arg Val 
355 360 365 

Pro Gly Val Thr Ser He Ser Cys Asp Thr His Lys Tyr Gly Phe Ala 
370 375 380 

Pro Lys Gly Ser Ser Val He Met Tyr Arg Asn Ser Asp Leu Arg Met 
385 390 395 400 

His Gin Tyr Tyr Val Asn Pro Ala Trp Thr Gly Gly Leu Tyr Gly Ser 
405 410 415 

Pro Thr Leu Ala Gly Ser Arg Pro Gly Ala He Val Val Gly Cys Trp 
420 425 430 

Ala Thr Met Val Asn Met Gly Glu Asn Gly Tyr He Glu Ser Cys Gin 
435 440 445 

Glu He Val Gly Ala Ala Met Lys Phe Lys Lys Tyr He Gin Glu Asn 

450 455 460 

He Pro Asp Leu Asn He Met Gly Asn Pro Arg Tyr Ser Val He Ser 
465 470 475 480 

Phe Ser Ser Lys Thr Leu Asn He His Glu Leu Ser Asp Arg Leu Ser 
485 490 495 

Lys Lys Gly Trp His Phe Asn Ala Leu Gin Lys Pro Val Ala Leu His 
500 505 510 

Met Ala Phe Thr Arg Leu Ser Ala His Val Val Asp Glu He Cys Asp 
515 520 525 

He Leu Arg Thr Thr Val Gin Glu Leu Lys Ser Glu Ser Asn Ser Lys 
530 535 540 



Pro Ser Pro Asp Gly Thr Ser Ala Leu Tyr Gly Val Ala Gly Ser Val 
545 550 555 560 
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Lys Thr Ala Gly 

Leu Tyr Lys Leu 
580 



Val Ala Asp Lys 
565 

Gly Pro Gly Glu 



Leu lie Val Gly 
570 

Asp Thr Ala Thr 
585 



Phe Leu Asp Ala 
575 

Lys 



<210> 59 
<211> 3470 
<212> DNA 

<213> Candida albicans 



<400> 59 

acgtcatttt gttcttgtgg agctggtggt 
tcctgtggaa cttgtggttc ttgtggagca 
tcttcgactg gggcatcgac aacagattct 
tcagacatta tccttatggt tttagcgtaa 
tatatttaga agagaggaaa ttatttttct 
aaaaaaaaga atgtaaaaaa ttttgccctt 
ctatgataaa ggtagtagta aatcattgaa 
caagcaattg taatcaataa gccaccaatt 
taaaatatac tgcggtatat atgttgcggt 
cacaggccgt tagaaaatat ccagttggag 
ttctaccggt tccggagctg agactcactg 
ccgagcattt gcatattgat agagacgaca 
ccaaccctcc agattccact ggggtccctc 
ctgttaaata tccagttagg gacccttttt 
tcatgaacgc tatgacaggt ccagattata 
aagatttcgc taatttaaga ggtgtttatt 
aagaagattt tgatcaggag ggttggaggt 
gtaacattgt tttcaaaggt gttgtctafca 
attactattt ctggagtaaa tttcaacagt 
gagatcctat gaaaattaca gacttgagat 
attaccatcc ctccaatgca aaaactttca 
taaagcaatt aaatgagcag ttcagtggtt 
taatgcctat tgatttaaaa aaagacatag 
tgcttccacc ggagaagcag acaaaagcct 
acacatatga tacctttttg ttaaaagtac 
ctgtaatgta tcaaaaatta atagaatcag 
gtgttgaacc aactacagca gtaaatttgc 
ttgaaatatt taaagacact gtaaataata 
cttttgaccg caagcgtatc gatgccataa 
aaaaggctga ctttggactt caattactct 
tcgatccttt tgagagcttg ttgtttgagg 
aaacgaaagg tgatacttta ttccaagatt 
gtttcacgtt ttccattcag ggatctgaag 
aaacaagact gagagaaaaa attactgcct 
aacgtggtat actgttacag gagaaacaaa 
ccttacaaat aaaagacatc ccaagagctg 
atacaatgtc taggattact gataccaatg 
taaatgacat aatacccttt gaactcttcc 
ctaacctagg gacaacaaca gaatccttca 
cgggtggtat atcaacacat gtagaggtta 
tgattttcgg gtttgacgga tggtctttaa 
ggtctaagat cttactagaa actgatttcc 
tccgcttatt agcatcttca aacacatctt 



tcttgtggag cagattcctg tggagcagat 60 
tctggagcct gtggtggttc ttggtgctgt 120 
ggtagttgct ctacgtgagt ttcttgagct 180 
ttgcttaatt ttgattcctt caaaagtata 240 
catgtccttt ttaaatccct ttgggtggcg 3 00 
cgtttacagt gataaatata cggaggggct 3 60 
ttgttgaaca agcattgaca gatatgataa 42 0 
agaaggctac tcaaaagaat aaagttacta 4 80 
ttcagcgatt tgcgtcctcg tatgcccaag 540 
gtatattcca tggttatgaa gtgagaagaa 600 
cggtagattt ggtgcactcc cagacaggag 660 
agaataatgt gttcagcatt gcttttaaaa 720 
atattctaga gcatacaacg ttgtgtgggt 780 
tcaaaatgct aaataaatct ctagctaatt 840 
cattttttcc cttttccact acgaaccctc 900 
tagactccac cttgaatccg ctacttaaac 960 
tggagcataa aaacatcaca gacccggaga 1020 
acgaaatgaa aggtcaaata tcaaatgcca 1080 
ctatttatcc ttccctgaat aactccggcg 1140 
acggcgatct cttggatttc catcacaaaa 12 0 0 
cgtacggtaa cttgccattg gtggatacgt 1260 
acgggaagag agctcgaaag gataagttgt 132 0 
atgtcaagtt actgggtcaa atagatacta 13 80 
caatgacgtg gatttgtgga gcgccacagg 1440 
tggggaattt attaatggat ggccattctt 1500 
gaattggttt ggagttctcc gtaaattcag 1560 
taactgttgg tatacagggc gtgagtgata 162 0 
tttttcaaaa cctgttggaa acagaacatc 1680 
ttgaacaatt ggaattatct aagaaggatc 1740 
attctatact acctggttgg acaaacaaaa 1800 
acgttttgca aagatttaga ggtgacttag 1860 
taatccgtaa atatatcgtt cataaacctt 192 0 
agttctctaa atctttggat gatgaagaac 1980 
tggatgaaca agacaagaaa aacatcttta 2 04 0 
atgaaaaaga agatttatcc tgtttaccta 2100 
gtgataaata ttcaatcgaa cagaagaata 2160 
gtatcacata tgtcagaggt aaacgtttac 222 0 
catacttacc tttatttgct gaatcgttaa 2280 
gtgaaataga agatcagata aaattacata 2 34 0 
catctgaccc taacaccaca gagcctcgcc 2400 
attcgaagac cgaccacatt tttgaattct 2460 
ataaaaacag cgataaattg aaagttctta 2520 
ctgtagcaga tgccggtcat gcatttgcaa 2580 
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ggggctattc 
ttgagcaact 
aaagagaagt 
tgaatttttt 
caaaattcat 
attatcctct 
attacacatc 
aagttatgtc 
gtgcttatgg 
atagggatcc 
tgaacgatgc 
aagtagacgc 
cagacgatat 
atagagtcgc 
gaatcgaggg 



tgccgcacat 
acaatttata 
tgtcgacaag 
tatcacctca 
ggagagatta 
tattggatcc 
ccaagcttta 
aaatatgcta 

tggtggtgct 

tcagcctttg 
caagtggggc 
acctaaaagt 
gaaacaagca 
cgaaaaatat 
gaagactgtt 



tatagatcaa 
aatagattgc 
ctaactgaat 
gactctgatg 
cctcatggca 
aaatgtaaac 
ttgggtgtgc 
acattcaaac 
tcttatagcg 
aagagtttag 
gtcacagacc 
cccaaaggag 
agaagggaac 
ctactaaaca 
tcaccaaatt 



gtggagctat 
acagcttgtt 
tgcaaaagta 
ttcaagcgaa 
gctgcttgcc 
atactttgat 
cgtatacaca 
atttgcacag 
ccttagcggg 
aaaccttcaa 
ttgatgaagc 
aaggcgtgac 
aactcttaga 
aagaaggggt 

gggaggtgaa 



aaatgagacc 
agacaatgaa 
cattgttgat 
aacagtagaa 
caatggacca 
aaaatttcct 
taaggatggc 
agaagtcaga 
tattttcagt 
gaatagcggg 
taaattgaca 
gtatttcatg 
cgtatctctc 
gagtacggtc 
ggaactgtag 



ctcaatggta 
gaaactttcc 
accaataaca 
agccaaattt 
aagacttcag 
ttccaggtcc 
tctgcacttc 
gaaaagggtg 
ttctattcct 
cgttatatac 
atatttcaac 
agcggtgtta 
ctggacgttc 
attggacctg 



2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3470 



<210> 60 
<211> 989 
<212> PRT 

<213> Candida albicans 

<400> 60 

Met Leu Arg Phe Gin Arg Phe Ala Ser Ser Tyr Ala Gin Ala Gin Ala 
15 10 15 

Val Arg Lys Tyr Pro Val Gly Gly lie Phe His Gly Tyr Glu Val Arg 
20 25 30 

Arg lie Leu Pro Val Pro Glu Leu Arg Leu Thr Ala Val Asp Leu Val 
35 40 45 

His Ser Gin Thr Gly Aia Glu His Leu His lie Asp Arg Asp Asp Lys 
50 55 60 

Asn Asn Val Phe Ser lie Ala Phe Lys Thr Asn Pro Pro Asp Ser Thr 
65 70 75 80 

Gly Val Pro His lie Leu Glu His Thr Thr Leu Cys Gly Ser Val Lys 
85 90 95 

Tyr Pro Val Arg Asp Pro Phe Phe Lys Met Leu Asn Lys Ser Leu Ala 
100 105 110 

Asn Phe Met Asn Ala Met Thr Gly Pro Asp Tyr Thr Phe Phe Pro Phe 
115 120 125 

Ser Thr Thr Asn Pro Gin Asp Phe Ala Asn Leu Arg Gly Val Tyr Leu 
130 135 * 140 

Asp Ser Thr Leu Asn Pro Leu Leu Lys Gin Glu Asp Phe Asp Gin Glu 
145 150 155 160 

Gly Trp Arg Leu Glu His Lys Asn lie Thr Asp Pro Glu Ser Asn lie 
165 170 175 



Val Phe Lys Gly Val Val Tyr Asn Glu Met Lys Gly Gin lie Ser Asn 
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180 185 190 

Ala Asn Tyr Tyr Phe Trp Ser Lys Phe Gin Gin Ser lie Tyr Pro Ser 
195 200 205 

Leu Asn Asn Ser Gly Gly Asp Pro Met Lys He Thr Asp Leu Arg Tyr 
210 215 220 

Gly Asp Leu Leu Asp Phe His His Lys Asn Tyr His Pro Ser Asn Ala 
225 230 235 240 

Lys Thr Phe Thr Tyr Gly Asn Leu Pro Leu Val. Asp Thr Leu Lys Gin 
245 250 255 

Leu Asn Glu Gin Phe Ser Gly Tyr Gly Lys Arg Ala Arg Lys Asp Lys 
260 26.5 270 

Leu Leu Met Pro He Asp Leu Lys Lys Asp He Asp Val Lys Leu Leu 
275 280 285 

Gly Gin He Asp Thr Met Leu Pro Pro Glu Lys Gin Thr Lys Ala Ser 
290 295 300 

Met Thr Trp He Cys Gly Ala Pro Gin Asp Thr Tyr Asp Thr . Phe Leu 
305 310 315 320 

Leu Lys Val Leu Gly Asn Leu Leu Met Asp Gly His Ser Ser Val Met 
325 330 335 

Tyr Gin Lys Leu He Glu Ser Gly He Gly Leu Glu Phe Ser Val Asn 
340 345 350 

Ser Gly Val Glu Pro Thr Thr Ala Val Asn Leu Leu Thr Val Gly He 
355 360 365 

Gin Gly Val Ser Asp He Glu He Phe Lys Asp Thr Val Asn Asn He 
370 375 380 

Phe Gin Asn Leu Leu Glu Thr Glu His Pro Phe Asp Arg Lys Arg He 
385 390 395 400 

Asp Ala He He Glu Gin Leu Glu Leu Ser Lys Lys Asp Gin Lys Ala 
405 410 415 

Asp Phe Gly Leu Gin Leu Leu Tyr Ser He Leu Pro Gly Trp Thr Asn 
420 425 430 

Lys He Asp Pro Phe Glu Ser Leu Leu Phe Glu Asp Val Leu Gin Arg 
435 ' 440 445 

Phe Arg Gly Asp Leu Glu Thr Lys Gly Asp Thr Leu Phe Gin Asp Leu 
450 455 460 

He Arg Lys Tyr He Val His Lys Pro Cys Phe Thr Phe Ser He Gin 
465 470 475 480 

Gly Ser Glu Glu Phe Ser Lys Ser Leu Asp Asp Glu Glu Gin Thr Arg 
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485 490 495 

Leu Arg Glu Lys lie Thr Ala Leu Asp Glu Gin Asp Lys Lys Asn lie 
500 505 510 

Phe Lys Arg Gly He Leu Leu Gin Glu Lys Gin Asn Glu Lys Glu Asp 
515 520 525 

Leu Ser Cys Leu Pro thr Leu Gin He Lys Asp He Pro Arg Ala Gly 
530 535 540 

Asp Lys Tyr Ser He Glu Gin Lys Asn Asn Thr Met Ser Arg He Thr 
545 550 555 560 

Asp Thr Asn Gly He Thr Tyr Val Arg Gly Lys Arg Leu Leu Asn Asp 
565 570 575 

He He Pro Phe Glu Leu Phe Pro Tyr Leu Pro Leu Phe Ala Glu Ser 
580 585 590 

Leu Thr Asn Leu Gly Thr Thr Thr Glu Ser Phe Ser Glu He Glu Asp 
595 600 605 

Gin He Lys Leu His Thr Gly Gly He Ser Thr His Val Glu Val Thr 
610 615 620 

Ser Asp Pro Asn Thr Thr Glu Pro Arg Leu He Phe Gly Phe Asp Gly 
625 630 635 640 

Trp Ser Leu Asn Ser Lys Thr Asp His He Phe Glu Phe Trp Ser Lys 

645 650 655 - 

He Leu Leu Glu Thr Asp Phe His Lys Asn Ser Asp Lys Leu Lys Val 
660 665 670 

Leu He Arg Leu Leu Ala Ser Ser Asn Thr Ser Ser Val Ala Asp Ala 
675 680 685 

Gly His Ala Phe Ala Arg Gly Tyr Ser Ala Ala His Tyr Arg Ser Ser 
690 695 700 

Gly Ala He Asn Glu Thr Leu Asn Gly He Glu Gin Leu Gin Phe He 
705 710 715 720 

Asn Arg Leu His Ser Leu Leu Asp Asn Glu Glu Thr Phe Gin Arg Glu 
725 730 735 

Val Val Asp Lys Leu Thr Glu Leu Gin Lys Tyr lie Val Asp Thr Asn 
740 745 750 

Asn Met Asn Phe Phe He Thr Ser Asp Ser Asp Val Gin Ala Lys Thr 
755 , 760 765 

Val Glu Ser Gin He Ser Lys Phe Met Glu Arg Leu Pro His Gly Ser 
770 775 780 

Cys Leu Pro Asn Gly Pro Lys Thr Ser Asp Tyr Pro Leu He Gly Ser 
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785 790 795 800 

Lys Cys Lys His Thr Leu lie Lys Phe Pro Phe Gin Val His Tyr Thr 
805 810 815 

Ser Gin Ala Leu Leu Gly Val Pro Tyr Thr His Lys Asp Gly Ser Ala 
820 825 830 

Leu Gin Val Met Ser Asn Met Leu Thr Phe Lys His Leu His Arg Glu 

835 840 845 

Val Arg Glu Lys Gly Gly Ala Tyr Gly Gly Gly Ala Ser Tyr Ser Ala 
850 855 860 

Leu Ala Gly lie Phe Ser Phe Tyr Ser Tyr Arg Asp Pro Gin Pro Leu 
865 870 875 880 

Lys Ser Leu Glu Thr Phe Lys Asn Ser Gly Arg Tyr lie Leu Asn Asp 
885 890 895 

Ala Lys Trp Gly Val Thr Asp Leu Asp Glu Ala Lys Leu Thr lie Phe 
900 905 910 

Gin Gin Val Asp Ala Pro Lys Ser Pro Lys Gly Glu Gly Val Thr Tyr 
915 920 925 

Phe Met Ser Gly Val Thr Asp Asp Met Lys Gin Ala Arg Arg Glu Gin 
930 935 940 

Leu Leu Asp Val Ser Leu Leu Asp Val His Arg Val Ala Glu Lys Tyr 
945 950 955 960 

Leu Leu Asn Lys Glu Gly Val Ser Thr Val lie Gly Pro Gly lie Glu 
965 970 975 

Gly Lys Thr Val Ser Pro Asn Trp Glu Val Lys Glu Leu 
980 985 



<210> 61 
<211> 1612 
<212> DNA 

<213> Candida albicans 

<400> 61 

cttttctcag cacctgtcca gagacataac atcacaatca catcgcccca gtaaatgcat 60 

acgcaagata agatacaaac tggctacggg aacactacgc caacgtgatt ggcaattgtg 12 0 

ctctaatagt tactctatta ttgctgttaa ttgacaatgt ttagtcacgt gcaacacaat 180 

tcaagtcacg tggaaaggcc ttcacatggt gatccatctt ctacatcttc atcggtcctg 24 0 

cataaagtca taatatgggg ctactggaat gtatgcactt aacagtacta ttatatggtg 300 

aggctgtaat gcttaccgtt ttgtggctat tctcgtattc tgtaggcccc cccatacaca 360 

tttttcggta actgcggcat atagatgaaa gttgaaatga atattcaaaa gaatatatat 42 0 

aataatgcag gagatcaagg aagaattaga tatgtataag agtgatggta gaggcaaaaa 4 80 

ataaaaagta agcaggagaa tgaatcgtgt tggtatagac gtagatcata tgataggggt 54 0 

cctgcttctg gccgtagtgg tggtgttttg ggttggcgct tcgtgtttga ctaatgaatt 600 

gctcgagaca aacgcgtaca ataaaccttt cttccttact tatctaaaca tatcatcgtt 660 
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tgctctttat 
ggaacggaca 
tttactatct 
gaaggataca 
ggctaacgct 
ctcatttttt 
actgctgggg 
gcaacaggat 
gtcattgggt 
cagactagac 
gccaatttta 
ccacatttct 
gtgtaaagcc 
cccgttagcc 
cattggtgtt 
tgttgaaaag 



ttgacgccag 
gaacgaacat 
tcaactcctt 
atgaggttga 
gctttgtcgt 
accttatttc 
ttatttgtgt 
tctgtgagtg 
tacagtgtct 
attcagatgt 
ataatcctgg 
tttcttgtca 
ctcattttga 
atgttcgctg 
attttcattt 
gactgtgctg 



atctatggag 
tacctattca 
ctacttcttc 
gtctgctatt 
ataccacagt 
ttgccactag 
ctttgtttgg 
cttcctcctt 
atacaaccct 
ttcttggtta 
atataacaca 
tgttaaattg 
catcaccctt 
attttgtatg 
ttgtttcatt 
cggttgaaaa 



gataatccaa 
cacacaagaa 
aaatttgtct 
ttgcgtcttg 
ggcttcgtca 
tctaggaata 
aattatctta 
tttggtaggt 
tttgaaatac 
tgttggtatc 
tatggaaact 
tatcattatc 
ggtggttacc 

gcgagaggca 
ctttctagtt 
aggacctatc 



tcaagaagga 
tctttttcag 
tcgatagcgg 
tggttcgtgg 
acaattcttt 
gaaacttttt 
attgtgatgc 
aacactttag 
gaaatatcat 
ttcacgtttc 
tttgaactac 
tttgttagtg 
gttgccttaa 
ttttttacgc 
aaccatcggg 
ttggatgcct 



agagcttgca 
agttcctacc 
acacgaaagt 
caaatttggc 
catcgacatc 
cgacaaaaaa 
aatcctcgaa 
cactgctggg 
ccaaaggtct 
tgttgttttg 
caagtaactt 
actatttttg 
cttttactat 
cttggtatat 
gagaatctgc 
aa 



720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1612 



<210> 62 

<211> 370 

<212> PRT 

<213> Candida albicans 



<400> 62 

Met Asn Arg Val Gly lie Asp 
1 5 



Val Asp His Met 
10 



lie Gly Val Leu Leu 
15 



Leu Ala Val Val Val Val Phe 
20 



Trp Val Gly Ala 
25 



Ser Cys Leu Thr Asn 
30 



Glu Leu Leu Glu Thr Asn Ala 
35 



Tyr Asn Lys Pro 
40 



Phe Phe Leu Thr Tyr 
45 



Leu Asn lie Ser Ser Phe Ala 
50 55 



Leu Tyr Leu Thr 



Pro Asp Leu Trp Arg 
60 



lie lie Gin Ser Arg Arg Lys 
65 70 



Ser Leu Gin Glu 

75 



Arg Thr Glu Arg Thr 
80 



Leu Pro lie His Thr Gin Glu 
85 



Ser Phe Ser Glu 
90 



Phe Leu Pro Leu Leu 
95 ' 



Ser Ser Thr Pro Ser Thr Ser 
100 



Ser Asn Leu Ser 
105 



Ser lie Ala Asp Thr 
110 



Lys Val Lys Asp Thr Met Arg 
115 



Leu Ser Leu Leu 
120 



Phe Cys Val Leu Trp 
125 



Phe Val Ala Asn Leu Ala Ala 
130 135 



Asn Ala Ala Leu 



Ser Tyr Thr Thr Val 
140 



Ala Ser Ser Thr lie Leu Ser 
145 150 



Ser Thr Ser Ser 
155 



Phe Phe Thr Leu Phe 
160 



Leu Ala Thr Ser Leu Gly lie Glu Thr Phe Ser Thr Lys Lys Leu Leu 
165 170 175 
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Gly Leu Phe Val Ser Leu Phe Gly lie lie Leu lie Val Met Gin Ser 
180 185 190 

Ser Lys Gin Gin Asp Ser Val Ser Ala Ser Ser Phe Leu Val Gly Asn 
195 200 205 

Thr Leu Ala Leu Leu Gly Ser Leu Gly Tyr Ser Val Tyr Thr Thr Leu 
210 215 220 

Leu Lys Tyr Glu lie Ser Ser Lys Gly Leu Arg Leu Asp lie Gin Met 
225 230 235 240 

Phe Leu Gly Tyr Val Gly lie Phe Thr Phe Leu Leu Phe Trp Pro lie 
245 250 255 

Leu He He Leu Asp He Thr His Met Glu Thr Phe Glu Leu Pro Ser 

260 265 270 

Asn Phe His He Ser Phe Leu Val Met Leu Asn Cys He He He Phe 
275 280 285 

Val Ser Asp Tyr Phe Trp Cys Lys Ala Leu He Leu Thr Ser Pro Leu 
290 295 300 

Val Val Thr Val Ala Leu Thr Phe Thr He Pro Leu Ala Met Phe Ala 
305 310 315 320 

Asp Phe Val Trp Arg Glu Ala Phe Phe Thr Pro Trp Tyr He He Gly 
325 330 335 

Val He Phe He Phe Val Ser Phe Phe Leu Val Asn His Arg Gly Glu 
340 345 350 

Ser Ala Val Glu Lys Asp Cys Ala Ala Val Glu Lys Gly Pro He Leu 
355 360 365 

Asp Ala 
370 



<210> 63 
<211> 1376 

<212> DNA 

<213> Candida albicans 



<400> 63 

cggcccatga 

ggccattata 

cgtgtctggc 

tacattacgc 

aagcggcata 

atgcctttcc 

ccagccaggt 

tgaagatagc 

tacacaagag 

ttttacggta 



gcataaattg 
tccaaaactt 
aacaaaaaag 

acccatgcat 
tggtgtttcc 
cagtcccata 
cggacacatc 
tctacatgtt 
cggataaaag 
tgtttattat 



agaacgatat 
ttttaaaata 
tacatttaat 
gctatctgaa 
ttgcggagac 
tgcccatccc 
tgtcattcga 
attagtagag 
atgtctttag 
tactagtgag 



tattaattct 
gcatccacat 
ttcaatgatt 
aatattctac 
gcgcgctcag 
aagatcatgc 
ccactaagta 
tttttaaacg 
ttgtccaaga 
ctatgacaaa 



agtatatttt 
cacttactgg 
aaaaagacat 

atgctgcttt 
gggaactgcg 
ccgggagagc 
ttgtcaaagc 
ttgagatact 
acaaggttcc 
atcggctaaa 



aggaacagca 
cgtacagttt 
taaacatccg 
tagaaatttg 
attccgaaag 
aaatgtcgcc 
tagggttaat 
agtgaacgta 
ttccaacaca 
aacttaaaaa 



60 

120 

180 

240 
300 
360 
420 
480 
540 
600 
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tatgacagac aagaaaggaa attcattcac ctctttaatc gtggcgatta ttcgctaacg 660 
acgtgattaa atataataat gatgttcccg ggctggacta agaacgtaat aataaggctg 72 0 
atgaacaaat ttatggttta tgcatcaaaa aggaacatga atttggcata agcgcacata 780 
attacggaac attgcaatag cggtcggagg taaagtaccg ggaatgcttt acaatgaatc 84 0 
agctattggc ggatattgac caaccaacac taaaatttta tatcctgctc cgatttttgt 900 
cttggccgtg aaatccatta tgcacatttt ttactaacgt ttatcaataa gttcggtttc 960 
ccgtctaaat ttttttacgc agtttgttga acactaacgt tgacggtaac attaagatcg 1020 
tttacgcttt gaccactatc aagggtgttg gtcgtcgtta ctccaacttg gtctgtaaga 1080 
aggctgatgt tgatttacac aagagagctg gtgaattgac ccaagaagaa ttggaaagaa 1140 
ttgttcaaat tatgcaaaac ccaactcact acaaaatccc agcttggttc ttgaaccgtc 1200 
aaaatgacat cactgatggt aaggactacc acactttggc taacaacgtc gaatccaaat 12 6 0 
tgagagatga cttggaaaga ttaaagaaaa tcagagctca tcgtggtatc agacacttct 132 0 
ggggtttgcg tgttagaggt caacacacca agaccactgg tagaagaaga gcttaa 13 76 



<210> 64 
<211> 146 
<212> PRT 

<213> Candida albicans 
<400> 64 

Met Ser Leu Val Val Gin Glu Gin Gly Ser Phe Gin His lie Leu Arg 
15 10 15 

Leu Leu Asn Thr Asn Val Asp Gly Asn lie Lys lie Val Tyr Ala Leu 
20 25 30 

Thr Thr lie Lys Gly Val Gly Arg Arg Tyr Ser Asn Leu Val Cys Lys 
35 40 45 

Lys Ala Asp Val Asp Leu His Lys Arg Ala Gly Glu Leu Thr Gin Glu 
50 55 60 

Glu Leu Glu Arg lie Val Gin He Met Gin Asn Pro Thr His Tyr Lys 
65 70 75 80 

He Pro Ala Trp Phe Leu Asn Arg Gin Asn Asp He Thr Asp Gly Lys 
85 90 95 

Asp Tyr His Thr Leu Ala Asn Asn Val Glu Ser Lys Leu Arg Asp Asp 
100 105 110 

Leu Glu Arg Leu Lys Lys He Arg Ala His Arg Gly He Arg His Phe 
115 120 125 

Trp Gly Leu Arg Val Arg Gly Gin His Thr Lys Thr Thr Gly Arg Arg 
130 135 140 



Arg Ala 
145 



<210> 65 
<211> 1289 
<212> DNA 

<213> Candida albicans 
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<400> 65 

actgcataca 

gacaggtcga 

aaaccagggc 

cacactgagg 

ggcgaattgg 

tttggtaaga 

aaataatctg 

atgtatatat 

tttttcagcc 

tagtaatagg 

tgaacaggat 

atcagtccat 

aaatcgccca 

acaagcaacc 

aaaatatgaa 

atgataactt 

tgaaggctca 

tggatttaat 

gcgagctcga 

aggatttcac 

taggtgcgaa 

aaaataaagc 



caataactgt 
tgacttgtag 
acatctgtcc 
ccggtgtcga 
ttaacgatga 
aacatggcat 
gtgaacattt 
ttgtaacttt 
atacaaaaat 
aggaagccaa 
tttcggatat 
gaatcaggcc 
gttaaacttc 
ctcgttaaga 
ggattcttta 
acagaacaca 
atacggcaag 
agaacaaggg 
cgacattagt 
tttgccaacc 
tgcgccaccg 
tttagaaagc 



agatgtagcc 
ggctcttgca 
cttgagagcc 
tttgtgtaaa 
cgaacaagga 
tcctttgatc 
tctccattca 
gtatatatct 
^tgggatttt 
gattggttga 
gggaacaaaa 
caacaatcac 
cagctgcaaa 
aaacaggctt 
gattctcaat 
atgatcacta 
ataaatatcg 
gatgagctgc 
gatgcagagc 
agcgaaaact 
gcttttattg 
gctcagtga 



caaggcacta 
gactcttcct 
gctgatggcg 
ctaagtggac 
actatgatga 
tccatcgaag 
ttctatcaca 
tttgtttttt 
tagcaagaga 
aacacagtta 
agagccatga 
tatcgaacag 
atattcaaaa 
tgaagatttt 
cctggtccat 
taaacgcact 
acaaactaca 
aagaagtctt 
tggatgcaga 
cattaggtaa 
atgaagagcc 



ccacaggtat 
ctacgccaaa 
gtgttttgca 
taagtcccgt 
gattaaatga 
aattggccca 
acagactcac 
gacctttttc 
aaaagtacat 
taaactcttc 
tcagctctta 
aatatcccag 
gaatttgcaa 
aaataaacgt 
gacgcaagcc 
aaagcaaaca 
ggacatgcag 
ggcaatgaat 
gctggatgct 
cgatatgccc 
aaacttagat 



ttctgctcac 
atcattttta 
gagaagaggc 
cgctgttatt 
ctgccaagcg 
atatttgaag 
acatatatac 
ttcctctatg 
ctaaaaaaag 
aaggcaatta 
caagagtcga 
ttagatactc 
agatcaaaca 
aaacagttag 
cagttaacaa 
aacaatgcca 
gatgagatgc 
aataacagtg 
ctggcacaag 
agttacttac 
actgaagaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1289 



<210> 66 
<211> 262 
<212> PRT 

<213> Candida albicans 



<400> 66 

Met Gly Phe Leu Ala Arg Glu Lys Val His Leu Lys 
1 5 10 ' 



Lys Val Val lie 
15 



Gly Gly Ser Gin Asp Trp Leu Lys His Ser Tyr Lys 
20 25 



Leu Phe Lys Ala 
30 



lie Met Asn Arg lie Phe Gly Tyr Gly Asn Lys Lys 
35 40 



Ser His Asp Gin 
45 



Leu Leu Gin Glu Ser Asn Gin Ser Met Asn Gin Ala Gin Gin Ser Leu 
50 55 60 



Ser Asn Arg lie Ser Gin Leu Asp Thr Gin lie Ala 
65 70 75 



Gin Leu Asn Phe 
80 



Gin Leu Gin Asn lie Gin Lys Asn Leu Gin Arg Ser 
85 90 



Asn Asn Lys Gin 
95 



Pro Ser Leu Arg Lys Gin Ala Leu Lys lie Leu Asn 
100 105 



Lys Arg Lys Gin 
110 



Leu Glu Asn Met Lys Asp Ser Leu Asp Ser Gin Ser 
115 120 



Trp Ser Met Thr 
125 



Gin Ala Gin Leu Thr Asn Asp Asn Leu Gin Asn Thr Met lie Thr lie 
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130 135 140 

Asn Ala Leu Lys Gin Thr Asn Asn Ala Met Lys Ala Gin Tyr Gly Lys 
145 150 155 160 

lie Asn lie Asp Lys Leu Gin Asp Met Gin Asp Glu Met Leu Asp Leu 
165 170 175 

lie Glu Gin Gly Asp Glu Leu Gin Glu Val Leu Ala Met Asn Asn Asn 

180 185 190 

Ser Gly Glu Leu Asp Asp lie Ser Asp Ala Glu Leu Asp Ala Glu Leu 
195 200 205 

Asp Ala Leu Ala Gin Glu Asp Phe Thr Leu Pro Thr Ser Glu Asn Ser 
210 215 220 

Leu Gly Asn Asp Met Pro Ser Tyr Leu Leu Gly Ala Asn Ala Pro Pro 
225 230 235 240 

Ala Phe lie Asp Glu Glu Pro Asn Leu Asp Thr Glu Asp Lys Asn Lys 
245 250 255 

Ala Leu Glu Ser Ala Gin 
260 



<210> 67 
<211> 1295 
<212> DNA 

<213> Candida albicans 
<400> 67 

ggcaaatcaa ttaaaattcc ttttctctct acctttgcta atattaaaaa ccatagttgt 60 

aaagggtact taatgctata ttcctgttaa gtttcctatt tcaccttgtt ttttccaatt 120 

cttaccaatt tgaagactat gtttttaaac acccaatcat tttccaccca cacatatatt 180 

accctttttt tgggtgaaga gaagtagtat tttgtttttc atgggagtgg aagtcctttc 240 

aaaactaatc cgagcagtag tgctgtctag gcggagatta ttgaaagtcg gcattggctg 3 00 

cagctagcgt tttgtttttg gtactacctg tcaaacccgg cgtctgccta gattgcgcgg 3 60 

s^gggtacgtt gaaacttttg cctttccacg tcagtttata atatcaaaag cagcaatata 420 

cacatttaat ggtttgccct tagtgactat tagggcgttt tggtgaaaag aaagagtcgc 480 

tcaaagaaat caatataacc atggctaaat ttttgaaagc aggtaaagtt ggtacgtaaa 540 

tttaacagag caaacgctct aattaagata tcgaataaaa ggggactttc aggtgcataa 600 

gatgggaaat tgtacaatct gagggacaaa caatatggaa agcagtacat gattgtattg 660 

tcattgtagg aggtaccaat tgtgccagta aaaaagagag ggcccgggga gcaccacatt 720 

cacgaccaat cgtgtcgatc tgcaaaaaag gcacatggaa aatgtaattt atcagtgttc 780 

aacactgagt tgaacagata gctatctaat caatgttaac tttccaggga acaaaaagct 840 

aaatccactt ctcttttatt tcaaaatatc attagaaata gaaaaattta ctaacaaatt 900 

ttcgtattat cgtagctgtc gttgttcgtg gtcgttacgc tggtaagaag gttgtgatcg 960 

ttaagccaca cgatgagggt tctaaatctc atccattcgg tcacgctttg gttgccggta 1020 

ttgaaaggta cccatcaaag gtcaccaaga agcacggtgc caagaaggtc gctaagagaa 1080 

ctaaaatcaa gccattcatc aaagtcgtca actacaacca cttattgcca accagataca 1140 

ccttggatgt tgaagctttc aagagcgttg tatctacaga gacttttgaa caaccatccc 1200 

aacgtgaaga agccaagaag gttgtaaaga aggcatttga agaaagacat caagctggta 1260 

aaaaccaatg gttcttctcc aagttgagat tctaa 12 95 



±003011 
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<210> 68 
<211> 136 
<212> PRT 

<213> Candida albicans 
<400> 68 

Met Ala Lys Phe Leu Lys Ala Gly Lys Val Ala Val Val Val Arg Gly 
1 5 10 15 

Arg Tyr Ala Gly Lys Lys Val Val lie Val Lys Pro His Asp Glu Gly 
20 25 30 

Ser Lys Ser His Pro Phe Gly His Ala Leu Val Ala Gly lie Glu Arg 
35 40 45 

Tyr Pro Ser Lys Val Thr Lys Lys His Gly Ala Lys Lys Val Ala Lys 
50 55 60 

Arg Thr Lys lie Lys Pro Phe lie Lys Val Val Asn Tyr Asn His Leu 
65 70 75 80 

Leu Pro Thr Arg Tyr Thr Leu Asp Val Glu Ala Phe Lys Ser Val Val 
85 90 95 

Ser Thr Glu Thr Phe Glu Gin Pro Ser Gin Arg Glu Glu Ala Lys Lys 
100 105 110 

Val Val Lys Lys Ala Phe Glu Glu Arg His Gin Ala Gly Lys Asn Gin 
115 120 125 

Trp Phe Phe Ser Lys Leu Arg Phe 
130 135 



<210> 69 
<211> 2744 
<212> DNA 

<213> Candida albicans 



<400> 69 

taacaataga 

S99gctaata 

gttaagcact 

ttgaattttt 

agcaaagcag 

cttacaaaga 

ccgcctctag 

aaataaaaag 

tttgcatatt 

atgatgatat 

catcagcagc 

acaataaaca 

aagcaagcat 

atattcaagc 

taaaacaaga 



aaaaaataca 
aagaggtaac 
tttaagcgga 
ttaaaaaaaa 
taaaaagtct 
gctattagta 
ccaaatccga 
caaacaaata 
tctattatag 
tcttttggaa 
attacaaaca 
gagtaaaaat 
gcttcgtgat 
cgtcaaagtt 
attacagaaa 



cacacattag 
ggtcggttct 
ataactcgag 
aagagtcaga 
ctgaataagg 
tcttggttct 
gcgttccatc 
cgcgatagtg 
atgagacgag 
ttaggcacca 
caaattccca 
gataaccaac 
aaaataaact 
aatgaattgc 
ctggaagatg 



attggaatta 
ctactaaggt 
tggaaatttt 
caggctcgct 
atagtaacct 
tctattttct 
gattttttgg 
cacgaaacgt 
aaacggtggg 
ggcctccaag 
ctactttgga 
tggttaacca 
ttttgaacat 
aagtcaagca 
agaagaagtt 



gagcttaagt 
tcgtattgtg 
atgtttagtt 
ctttcctact 
gtagtaactc 
tcgattattg 
ggaaaacagc 
caacacaatc 
tgaattttct 
gtttactcaa 
ggttacaacg 
actgaataaa 
tgaaagggaa 
tcttcaagag 
cttacagatg 



ggtacaaact 
tggcaccgat 
aggttttacc 
aaatattagg 
caaaatttat 
gtgatttttc 
acatgcaata 
atcaaactct 
tcagatgacg 
ataccgccat 
accacattaa 
gctcaaggtg 
aaggaaaaga 
ttggctaaat 
gaagcgagag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 
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gaaaatcgaa aagggaagtt attacgaatg 
acacaaacac tataacgcca gattcgtcct 
cacaatcaaa aaaacgtaag ataagtgata 
acccaaatag gattattccc gatgaaacga 
aaataatagg cgctgacctg agcacaatag 
tcacagagtt taaatttaag aatttcgtca 
tagtttctct acttttgcga tgtaaaaaga 
tgctagagga tatagctgtt ttgatcaagg 
tagctgtccc atttctcgtt gcattgatgt 
ctcataattt agcactgaag gattgttttc 
atcatgtatt gaaagtaccg atacatgaat 
ttttccaata tgaactgata gactatttga 
gtatattaag ggtactgcag tcgcatccta 
atattctaaa atcatttgaa tttgtctaca 
tggtaaatgt aatatttagt gcagtcgagg 
atatggacaa ttcctcagat ctgaaatcct 
ttacaagatt atacgctctt ttggaaaagg 
atgtggatac tacaactctt catatgtcga 
atataggtga taatgaattg ggaggattga 
aaagtgtccc aagggtaatt tctaaagagg 
cccctataat aggttacaag atggaaaaat 
atatttttga aaatttatta atgatctatg 
tgctcatcca ctcctctaaa ttcttatcca 
tgggacaaga ctccccgaac ttggacctca 
taatatatag gctatggaaa gaccatttca 
tagaaagcca attgattatg tcactatgga 
cagcaaacga aagagaaatg agagatcatc 
cgataaagga tcaagcctct tattacgaag 
aagaagaatt gaagatgcaa ttgaataaaa 
atgagaaatt tcaagaaatg gcaagaacta 
cactagagga ggccgattca ttatatatct 



taaaaccacc gtcaacaaca ttatcaacaa 960 
cagttgcaat cgaagcaaaa cctcaatcac 102 0 
atttactgaa aaaaaatatg gttcccctaa 1080 
gtttatttct agagtcaata ttacttcatc 1140 
aaatattaaa tagattgaag cttgactaca 1200 
ttgctaaagg agcccccata gggaagtcca 1260 
cgttgaccct cgacaggttc atagatactt 132 0 
aaatatcagt tcatccaaat gaatcgaaat 13 80 
atcagattgt acaatttcgt cctagtgcca 1440 
tttttatttg cgatttaata agaatctatc 1500 
caaatatgaa tttgcatgta gaacctcaga 1560 
taatttcgta ttcctttgat ctcctagaag 162 0 
agcaaactta tatggaattt tttgatgaaa 1680 
aactagcact aaccatttca tacaagccaa 1740 
tcgttaatat tatcactagt ataatattaa 1800 
tgataagcgg tagttggtgg agagattgta 1860 
aaattaagag tggcgacgta tataatgaaa 192 0 
agtaccatga cttttttggg ttaatccgaa 1980 
tatcaaagct gatttatact gaccgattgc 2040 
atattgggat ggatagcgac aaattcactg 210 0 
ggcttttgaa gttaaaagat gaagttttaa 2160 
gagacgatgc gaccatagta aatggagaaa 222 0 
gggagcaagc gttaatgata gaaaggtacg 22 8 0 
gatgccatct tattgaacat actttaacca 2340 
aacaattgcg tgaagaacaa atcaagcagg 24 0 0 
ggtttctcgt atgccaaacc gaaactgtga 2460 
gacaccttgt agatagtttg catgatctga 2 52 0 
atgcctttga ggatttacca gaatatatcg 2580 
gaacggggag aataatgcaa gtaaagtacg 2 64 0 
ttcttgagtc aaaatcattc gatctaacca 2700 
caatgggact gtaa 2 744 



<210> 70 

<211> 747 
<212> PRT 

<213> Candida albicans 
<400> 70 

Met Arg Arg Glu Thr Val Gly Glu Phe Ser Ser Asp Asp Asp Asp Asp 
15 10 15 

lie Leu Leu Glu Leu Gly Thr Arg Pro Pro Arg Phe Thr Gin lie Pro 
20 25 30 

Pro Ser Ser Ala Ala Leu Gin Thr Gin lie Pro Thr Thr Leu Glu Val 
35 40 45 

Thr Thr Thr Thr Leu Asn Asn Lys Gin Ser Lys Asn Asp Asn Gin Leu 
50 55 60 

Val Asn Gin Leu Asn Lys Ala Gin Gly. Glu Ala Ser Met Leu Arg Asp 
65 s 70 75 80 

Lys lie Asn Phe Leu Asn lie Glu Arg Glu Lys Glu Lys Asn lie Gin 
85 90 95 
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Ala Val Lys Val Asn Glu Leu Gin Val Lys His Leu Gin Glu Leu Ala 
100 105 110 

Lys Leu Lys Gin Glu Leu Gin Lys Leu Glu Asp Glu Lys Lys Phe Leu 

115 120 125 

Gin Met Glu Ala Arg Gly Lys Ser Lys Arg Glu Val lie Thr Asn Val 
130 135 140 

Lys Pro Pro Ser Thr Thr Leu Ser Thr Asn Thr Asn Thr lie Thr Pro 
145 150 155 160 

Asp Ser Ser Ser Val Ala lie Glu Ala Lys Pro Gin Ser Pro Gin Ser 
165 170 175 

Lys Lys Arg Lys lie Ser Asp Asn Leu Leu Lys Lys Asn Met Val Pro 
180 185 190 

Leu Asn Pro Asn Arg lie lie Pro Asp Glu Thr Ser Leu Phe Leu Glu 
195 200 205 

Ser lie Leu Leu His Gin lie He Gly Ala Asp Leu Ser Thr He Glu 
210 215 220 

He Leu Asn Arg Leu Lys Leu Asp Tyr He Thr Glu Phe Lys Phe Lys 
225 230 235 240 

Asn Phe Val He Ala Lys Gly Ala Pro He Gly Lys Ser He Val Ser 
245 250 255 

Leu Leu Leu Arg Cys Lys Lys Thr Leu Thr Leu Asp Arg Phe He Asp 
260 265 270 

Thr Leu Leu Glu Asp He Ala Val Leu He Lys Glu He Ser Val His 
275 280 285 

Pro Asn Glu Ser Lys Leu Ala Val Pro Phe Leu Val Ala Leu Met Tyr 

290 295 300 

Gin He Val Gin Phe Arg Pro Ser Ala Thr His Asn Leu Ala Leu Lys 
305 310 315 320 

Asp Cys Phe Leu Phe He Cys Asp Leu He Arg He Tyr His His Val 
325 330 335 

Leu Lys Val Pro He His Glu Ser Asn Met Asn Leu His Val Glu Pro 
340 345 350 

Gin He Phe Gin Tyr Glu Leu He Asp Tyr Leu He He Ser Tyr Ser 

355 360 365 

Phe Asp Leu Leu Glu Gly He Leu Arg Val Leu Gin Ser His Pro Lys 
370 375 380 



Gin Thr Tyr Met Glu Phe Phe Asp Glu Asn He Leu Lys Ser Phe Glu 
385 390 395 400 
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Phe Val Tyr Lys Leu Ala Leu Thr lie Ser Tyr Lys Pro Met Val Asn 
405 410 415 

Val lie Phe Ser Ala Val Glu Val Val Asn lie lie Thr Ser lie lie 

420 425 430 

Leu Asn Met Asp Asn Ser Ser Asp Leu Lys Ser Leu lie Ser Gly Ser 
435 440 445 

Trp Trp Arg Asp Cys lie Thr Arg Leu Tyr Ala Leu Leu Glu Lys Glu 
450 455 460 

lie Lys Ser Gly Asp Val Tyr Asn Glu Asn Val Asp Thr Thr Thr Leu 
465 470 475 480 

His Met Ser Lys Tyr His Asp Phe Phe Gly Leu lie Arg Asn lie Gly 
485 490 495 

Asp Asn Glu Leu Gly Gly Leu lie Ser Lys Leu lie Tyr Thr Asp Arg 
500 505 510 

Leu Gin Ser Val Pro Arg Val lie Ser Lys Glu Asp lie Gly Met Asp 
515 520 525 

Ser Asp Lys Phe Thr Ala Pro lie lie Gly Tyr Lys Met Glu Lys Trp 
530 535 540 

Leu Leu Lys Leu Lys Asp Glu Val Leu Asn lie Phe Glu Asn Leu Leu 
545 550 555 560 

Met lie Tyr Gly Asp Asp Ala Thr lie Val Asn Gly Glu Met Leu lie 
565 570 575 

His Ser Ser Lys Phe Leu Ser Arg Glu Gin Ala Leu Met lie Glu Arg 
580 585 590 

Tyr Val Gly Gin Asp Ser Pro Asn Leu Asp Leu Arg Cys His Leu lie 

595 600 605 

Glu His Thr Leu Thr lie lie Tyr Arg Leu Trp Lys Asp His Phe Lys 
610 615 620 

Gin Leu Arg Glu Glu Gin lie Lys Gin Val Glu Ser Gin Leu lie Met 
625 630 ' 635 640 

Ser Leu Trp Arg Phe Leu Val Cys Gin Thr Glu Thr Val Thr Ala Asn 
645 650 655 

Glu Arg Glu Met Arg Asp His Arg His Leu Val Asp Ser Leu His Asp 
660 665 670 

Leu Thr lie Lys Asp Gin Ala Ser Tyr Tyr Glu Asp Ala Phe Glu Asp 
675 680 685 

Leu Pro Glu Tyr lie Glu Glu Glu Leu Lys Met Gin Leu Asn Lys Arg 
690 695 700 
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Thr Gly Arg lie 
705 

Ala Arg Thr lie 



Glu Ala Asp Ser 
740 



Met Gin Val Lys 
710 

Leu Glu Ser Lys 
725 

Leu Tyr lie Ser 



Tyr Asp Glu Lys 
715 

Ser Phe Asp Leu 

730 

Met Gly Leu 
745 



Phe Gin Glu Met 

720 

Thr Thr Leu Glu 
735 



<210> 71 
<211> 3929 
<212> DNA 

<213> Candida albicans 

<400> 71 

ctctttaaat attctatgta ctttgtgcaa 
actattacta acttgaactt cacttcactg 
catttgtttt gcgccaagtt tcgtctgaca 
atcgaaggaa acgcgtcaaa tccattcgtt 
cggcatacca tcgcgaaata tcaacggcca 
aagcgactga atgaagtgca cacatttttt 
tttgctttct cttctgtcga caacgtctca 
tttagcagac ttgtgaataa ttaattgccc 
atacaataat aacattcaaa atggcaatca 
ataccatcgg tccatggaaa ctaggtgaaa 
agcttgctcg taatggatcc acaggacaag 
tattcaatac cggtaatgtc agcggtactt 
taccatatgg tatagaacgc gaaataatca 
tacgtttata tgatgtctgg gaaacaaata 
agaaaggtga gttgttcaac ttattggttg 
tcaggttttt tagacaaatt attattggtg 
atcgtgatct aaaaccggaa aatctattat 
attttggtat ggctgctttg gaaactgaag 
cacattatgc tgcaccagaa attgtatctg 
tgtggtcatg cggtgtgatc ctattcgccc 
aagatggaaa tataagaaca ctattactta 
ctgatgatga aatttcgcgt gaagctcagg 
ctgaaagaag aatcaagacc agagatatac 
gtataagaga ttctaaaagt attagaggct 
tatcagaaag taattcttct attgacgcta 
atggaagaga tcctgaagga attaaggaaa 
agacattata tgcactactg tatagattta 
aacagcaagt taagaagagg cagtcaatta 
tatcgacaac tccacaacgc agaagaaata 
gtaaaaagcc aatatccttc aacaaattca 
ctacacccgg ttcttcaaaa cgcctttcaa 
caatcgttaa ccaatcttct ccaacaccag 
atgtggaaaa gaatcaaaaa agagcctcta 
cttctagatc tatcaagaga atgtcattga 
caaaattaat gtcaacatat gcgaaattgg 
aggaaacaaa gagaacgagc tcaaattttg 
aaaagtacga acaaataagg aaagagaagg 
aagcacgtga agagctggaa cgtagaagac 
aattactaga aaaggaagat ctgaaaagaa 
ttgatataag tgatctagag caagagctgt 



acatcattgt catcacataa atgcattcct 60 
gaagaactgg gttattcaag gtaaagaaat 12 0 
agaatttttt attattattt cccacttttc 180 
actacgcgca atctgcgtta tttccttttt 240 
caccatagat tccttttgat gttaaattaa 300 
atttcttctt gattttcttt tctattttgt 360 
actgtactca ccattagtat tctcgaaggc 420 
actttgatca agaaagatat tcgcagcaca 480 
atggtaacag tattcctgcc ataaaggata 54 0 
ctctcggtct agggagcact ggtaaagtcc 60 0 
aggcggcagt taaggtaata tcaaaagcag 660 
cgattgttgg ctccaccacc ccagatgctc 720 
ttatgaagtt gttaaaccac ccaaatgtgt 780 
cagatttata ccttgtttta gaatacgcgg 840 
agagaggtcc tctgccagag catgaagcta 900 
tgtcgtactg tcatgcgttg ggtattgtcc 960 
tagatcataa atataacatc aagattgcag 1020 
gaaagctact ggagacgtcg tgcggatcac 1080 
gtataccgta tcaaggtttc gcaagtgatg 1140 
ttcttactgg tcggttaccc tttgacgagg 1200 
aagttcaaaa aggtgagttc gaaatgcctt 1260 
atttgattag aaaaatctta accgttgatc 132 0 
tcaaacatcc gctattacaa aaatatccaa 13 80 
taccaagaga agacacatat ctcacgccat 1440 
cgattttgca aaatttagta atattatggc 1500 
aactaagaga acctggcgct aatgcagaaa 1560 
agtgtgacac tcaaaaagag cttattaagc 1620 
gtagcgtttc tgtttcccca tctaaaaaag 1680 
gagaatcttt aattagtgta acatcttctc 174 0 
ctgcctccag tgcctcctcc agcaatctaa 1800 
aaaacttctc ttcaaagaag aaattatcta 1860 
catcacgtaa taaaagagct tcggttataa 1920 
tcttttctac taccaagaag aacaaaagat 1980 
taccaagcat gaaacgtgaa tcggtgacaa 2040 
cagaggatga cgattgggaa tacattgaga 2100 
caactttgat agatgaaatt tttgagtacg 216 0 
aagagctaga acgtaaagtg agagaagcaa 2 22 0 
gtaaacaaga agaaaaagaa cgtgcaagaa 22 80 
aacaggagga actcaagaag caaattgaaa 2 34 0 
ccaaacacaa agaggaaaaa ctggatggta 24 0 0 
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atattagatc tatctctgct cctatggaaa 
ttgatattga caatattctc cgtcgccgca 
ggcttgatcc gggtataatg ttctccagtc 
agagaacaga aaatgaaaga cttacaacag 
caaaattctt gggttcatca tttaatatcg 
atccaagtat aattgcacca caaagattgt 
atggatatga atctttgatc ctcccgaagg 
gtaccgcaac aactgctccc gtctctgatg 
taccacaatt tactagaaaa tcaaggcatt 
tgtcgatgta ctctaccaag gagtcgttta 
accttgatgt caataaccaa caaagccaaa 
cagaatttct ttttgaaact gtcaacgaag 
atgagagatt gtacgatgtc ggtgattcca 
actttgcaga tcgttttaat ggatcgaacg 
cgatccttcc tccgcttaat ggtgacaatg 
accaggcaca tccaaagatt aaatcgatga 
aaaaggaaga agaaaatgag gaaaaggaag 
aggatcaaga aaaaagagag aaagtagtag 
tgcaaaaaat tagggaaaaa aatgctggct 
taaaagagca taagcaggat aaaaatacag 
tctcaaaatc ttcggacaaa acaatggaat 
ttaatggttt agagaagctg ttgcgtggtt 
cgcaccccaa caatctgacc ttaacgggta 
gttcaacact ctttgaggtt aatatttatc 
agaaagtttc tggttcattc aaagctgtca 
tgaataagga aggcgttcta caaaaatag 



atgaagagaa aaatatcaat catttggagg 24 6 0 
acttttcttt acaaactaga cctgtgtcaa 2520 
caactgagga agtaagtcca gtggaaccaa 2580 
aaaagaaaat tttagaaact atcagaagat 2640 
ataaagagtt gaaattgtct aaaatggaat 2700 
cagaggagcg agtggtgtca gattctaatg 2760 
atgggaatgg cgtatctcaa ttaaaggata 2 82 0 
gtaggttgag gaagatctct gaaattagag 2 88 0 
ttagtgagtc caataaaagg ctatctgtcc 2 94 0 
ccaacttggt tgatattttg aaaaacggta 3 000 
gaattccaac accaagaagt gcggatgatt 3060 
aagctgaata tacaggaaat agttcgaacg 312 0 
ctatcaaaga caaatccgcg ttaaagctga 318 0 
aagcgaaaca aactgataac ttacatcttc 3240 
aattgcgtaa acagaatagc caagagggtg 3 3 00 
taccagaatc aggctcttct tcacatactg 3360 
agaaaaagcc agaacaacac aaacaagaag 342 0 
atgatatgga gccaccattg aacaaatctg 3480 
cgcaggcaaa ggatcattca aaagatcact 3 54 0 
caattggaaa tggttccttc tttagaaaat 3600 
tgtatgccaa gatttctgca aaacaattgt 3660 
ggactcagta tggtttaaaa aatataaaat 3 72 0 
aactatcgag tgataatata ttctcactac 3780 
cgagaggtaa gatgagcgtt gtgcagttca 3 84 0 
aaaagttggt caatgaagtt gagaacgtcc 3 900 

3929 



<210> 72 
<211> 1142 
<212> PRT 

<213> Candida albicans 
<400> 72 

Met Ala lie Asn Gly Asn Ser lie Pro Ala lie Lys Asp Asn Thr lie 
15 10 15 

Gly Pro Trp Lys Leu Gly Glu Thr Leu Gly Leu Gly Ser Thr Gly Lys 
20 25 30 

Val Gin Leu Ala Arg Asn Gly Ser Thr Gly Gin Glu Ala Ala Val Lys 
35 40 45 

Val He Ser Lys Ala Val Phe Asn Thr Gly Asn Val Ser Gly Thr Ser 
50 55 60 

He Val Gly Ser Thr Thr Pro Asp Ala Leu Pro Tyr Gly He Glu Arg 
65 70 75 80 

Glu He He He Met Lys Leu Leu Asn His Pro Asn Val Leu Arg Leu 
85 90 95 

Tyr Asp Val Trp Glu Thr Asn Thr Asp Leu Tyr Leu Val Leu Glu Tyr 
100 105 110 



Ala Glu Lys Gly Glu Leu Phe Asn Leu Leu Val Glu Arg Gly Pro Leu 
115 120 125 
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Pro Glu His Glu Ala lie Arg Phe Phe Arg Gin lie lie lie Gly Val 
130 135 140 

Ser Tyr Cys His Ala Leu Gly lie Val His Arg Asp Leu Lys Pro Glu 
145 150 155 160 

Asn Leu Leu Leu Asp His Lys Tyr Asn lie Lys lie Ala Asp Phe Gly 
165 170 175 

Met Ala Ala Leu Glu Thr Glu Gly Lys Leu Leu Glu Thr Ser Cys Gly 
180 185 190 

Ser Pro His Tyr Ala Ala Pro Glu He Val Ser Gly He Pro Tyr Gin 
195 200 205 

Gly Phe Ala Ser Asp Val Trp Ser Cys Gly Val He Leu Phe Ala Leu 
210 215 220 

Leu Thr Gly Arg Leu Pro Phe Asp Glu Glu Asp Gly Asn lie Arg Thr 
225 230 235 240 

Leu Leu Leu Lys Val Gin Lys Gly Glu Phe Glu Met Pro Ser Asp Asp 
245 250 255 

Glu He Ser Arg Glu Ala Gin Asp Leu He Arg Lys He Leu Thr Val 
260 265 270 

Asp Pro Glu Arg Arg He Lys Thr Arg Asp He Leu Lys His Pro Leu 
275 280 285 

Leu Gin Lys Tyr Pro Ser He Arg Asp Ser Lys Ser He Arg Gly Leu 
290 295 300 

Pro Arg Glu Asp Thr Tyr Leu Thr Pro Leu Ser Glu Ser Asn Ser Ser 
305 310 315 320 

He Asp Ala Thr He Leu Gin Asn Leu Val He Leu Trp His Gly Arg 
325 330 335 

Asp Pro Glu Gly He Lys Glu Lys Leu Arg Glu Pro Gly Ala Asn Ala 
340 345 350 

Glu Lys Thr Leu Tyr Ala Leu Leu Tyr Arg Phe Lys Cys Asp Thr Gin 
355 360 365 

Lys Glu Leu He Lys Gin Gin Gin Val Lys Lys Arg Gin Ser He Ser 
370 375 380 

Ser Val Ser Val Ser Pro Ser Lys Lys Val Ser Thr Thr Pro Gin Arg 
385 390 395 400 

Arg Arg Asn Arg Glu Ser Leu He Ser Val Thr Ser Ser Arg Lys Lys 
405 410 415 



Pro He Ser Phe Asn Lys Phe Thr Ala Ser Ser Ala Ser Ser Ser Asn 
420 425 430 
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Leu Thr Thr Pro Gly Ser Ser Lys Arg Leu Ser Lys Asn Phe Ser Ser 
435 440 445 

Lys Lys Lys Leu Ser Thr lie Val Asn Gin Ser Ser Pro Thr Pro Ala 
450 455 460 

Ser Arg Asn Lys Arg Ala Ser Val lie Asn Val Glu Lys Asn Gin Lys 
465 470 475 480 

Arg Ala Ser lie Phe Ser Thr Thr Lys Lys Asn Lys Arg Ser Ser Arg 
485 490 495 

Ser lie Lys Arg Met Ser Leu lie Pro Ser Met Lys Arg Glu Ser Val 
500 505 510 

Thr Thr Lys Leu Met Ser Thr Tyr Ala Lys Leu Ala Glu Asp Asp Asp 
515 520 525 

Trp Glu Tyr lie Glu Lys Glu Thr Lys Arg Thr Ser Ser Asn Phe Ala 
530 535 540 

Thr Leu lie Asp Glu lie Phe Glu Tyr Glu Lys Tyr Glu Gin lie Arg 
545 ' 550 555 560 

Lys Glu Lys Glu Glu Leu Glu Arg Lys Val Arg Glu Ala Lys Ala Arg 
565 570 575 

Glu Glu Leu Glu Arg Arg Arg Arg Lys Gin Glu Glu Lys Glu Arg Ala 
580 585 590 

Arg Lys Leu Leu Glu Lys Glu Asp Leu Lys Arg Lys Gin Glu Glu Leu 
595 600 605 

Lys Lys Gin lie Glu lie Asp lie Ser Asp Leu Glu Gin Glu Leu Ser 
610 615 620 

Lys His Lys Glu Glu Lys Leu Asp Gly Asn lie Arg Ser lie Ser Ala 
625 630 635 640 

Pro Met Glu Asn Glu Glu Lys Asn lie Asn His Leu Glu Val Asp lie 
645 650 655 

Asp Asn lie Leu Arg Arg Arg Asn Phe Ser Leu Gin Thr Arg Pro Val 
660 665 670 

Ser Arg Leu Asp Pro Gly lie Met Phe Ser Ser Pro Thr Glu Glu Val 
675 680 685 

Ser Pro Val Glu Pro Lys Arg Thr Glu Asn Glu Arg Leu Thr Thr Glu 
690 695 700 

Lys Lys lie Leu Glu Thr lie Arg Arg Ser Lys Phe Leu Gly Ser Ser 
705 710 715 720 

Phe Asn He Asp Lys Glu Leu Lys Leu Ser Lys Met Glu Tyr Pro Ser 
725 730 735 
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lie lie Ala Pro Gin Arg Leu Ser Glu Glu Arg Val Val Ser Asp Ser 
740 745 750 

Asn Asp Gly Tyr Glu Ser Leu lie Leu Pro Lys Asp Gly Asn Gly Val 
755 760 765 

Ser Gin Leu Lys Asp Ser Thr Ala Thr Thr Ala Pro Val Ser Asp Gly 
770 775 780 

Arg Leu Arg Lys lie Ser Glu He Arg Val Pro Gin Phe Thr Arg Lys 
785 790 795 800 

Ser Arg His Phe Ser Glu Ser Asn Lys Arg Leu Ser Val Leu Ser Met 
805 810 815 

Tyr Ser Thr Lys Glu Ser Phe Thr Asn Leu Val Asp He Leu Lys Asn 
820 825 830 

Gly Asn Leu Asp Val Asn Asn Gin Gin Ser Gin Arg He Pro Thr Pro 
835 840 845 

Arg Ser Ala Asp Asp Ser Glu Phe Leu Phe Glu Thr Val Asn Glu Glu 

850 855 860 

Ala Glu Tyr Thr Gly Asn Ser Ser Asn Asp Glu Arg Leu Tyr Asp Val 
865 870 875 880 

Gly Asp Ser Thr He Lys Asp Lys Ser Ala Leu Lys Leu Asn Phe Ala 
885 890 895 

Asp Arg Phe Asn Gly Ser Asn Glu Ala Lys Gin Thr Asp Asn Leu His 
900 905 910 

Leu Pro He Leu Pro Pro Leu Asn Gly Asp Asn Glu Leu Arg Lys Gin 
915 920 925 

Asn Ser Gin Glu Gly Asp Gin Ala His Pro Lys He Lys Ser Met He 
930 935 940 

Pro Glu Ser Gly Ser Ser Ser His Thr Glu Lys Glu Glu Glu Asn Glu 
945 950 955 960 

Glu Lys Glu Glu Lys Lys Pro Glu Gin His Lys Gin Glu Glu Asp Gin 
965 970 975 

Glu Lys Arg Glu Lys Val Val Asp Asp Met Glu Pro Pro Leu Asn Lys 
980 985 990 

Ser Val Gin Lys He Arg Glu Lys Asn Ala Gly Ser Gin Ala Lys Asp 
995 1000 1005 

His Ser Lys Asp His Leu Lys Glu His Lys Gin Asp Lys Asn Thr Ala 
1010 1015 1020 

He Gly Asn Gly Ser Phe Phe Arg Lys Phe Ser Lys Ser Ser Asp Lys 
1025 1030 1035 1040 
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Thr Met Glu Leu Tyr Ala Lys lie Ser Ala Lys Gin Leu Phe Asn Gly 
1045 1050 1055 

Leu Glu Lys Leu Leu Arg Gly Trp Thr Gin Tyr Gly Leu Lys Asn lie 
1060 1065 1070 

Lys Ser His Pro Asn Asn Leu Thr Leu Thr Gly Lys Leu Ser Ser Asp 
1075 1080 1085 

Asn lie Phe Ser Leu Arg Ser Thr Leu Phe Glu Val Asn lie Tyr Pro 
1090 1095 1100 

Arg Gly Lys Met Ser Val Val Gin Phe Lys Lys Val Ser Gly Ser Phe 
1105 1110 1115 1120 

Lys Ala Val Lys Lys Leu Val Asn Glu Val Glu Asn Val Leu Asn Lys 
1125 1130 1135 

Glu Gly Val Leu Gin Lys 
1140 



<210> 73 
<211> 1844 
<212> DNA 

<213> Candida albicans 



<400> 73 

gagttgaatc tatgcgtaac cattttgact 
gagctactca tacaatagct tataatctgt 
agtaaatgca gtattcatat gtcctcaaac 
aatcaaaatt tttcaccgcc aagagaaaaa 
ttagtaaaag taaagctgga agcacataca 
acatccttgg ttgacacttg tctatttatt 
tctatcatat ttttttattt aaaaaaaaat 
tttagggtgg cgttaaataa acgagagagc 
atcataaagt gaattcaaaa atgtcatcgc 
cctcagcagc tgaagataag aagaaacaaa 
ccacatcgcc atggaaatca tcttcgccag 
taagagatat atcaaagact gcaaagccaa 
caagcaatac caaatggact ccaattacgc 
caaattcaaa gtcaggaaag aactctaaaa 
gtggcaaata taataacgat atcaataaaa 
cggaaataag taacgtttcc aatcttgaat 
acatacattc aagctcagga gcaactgcca 
acaattcaac caacggtaga caatcaagaa 
acaacaacaa tagtagacac agtcaggcgg 
atcaggctag acctgaatat attcccaatg 
atagctataa acaactgtca tacttccgtc 
aacaacaatt gcaaacacca tattattact 
gtatcaaaaa ccaaattgaa ttctatttta 
taagatctaa attcaaaaaa gccaatgacg 
tttaccgtat ggttaattta tctcttggtg 
gagaagtttt acaacataaa gaaacaaacc 
gtgctcagaa gaacatggca gatgatttca 



accgcttcgt atgctttctt gcactttgtg 60 
gtagtcaaac tatatactag gcaaattact 120 
cgttttttgc agtatgttat tgatccatcg 180 
agatcttact attttgtgct tatgaaaaaa 240 
agcgcagctg aatcacaaag gaaaattggc 3 00 
aaaaggtttt aaaaagtagt gttcagcagt 3 60 
actgagagga agcgtattgt taagacacaa 42 0 
ccaaaaatat aaccaagata aagaaaatca 4 80 
aaaacctcaa tgataatcca aaaaatacat 540 
cttcatcctt aaagttggca ccaataccaa 600 
atagcaatac agtaattcct gtagaggaac 660 
gtaaaaatgg ttcggggtca attaaattaa 720 
cgtctgttat aatctcaggt tccaaggaca 780 
attctaagac taataaaaaa atgaaaaagc 840 
aggactttaa cggtcaaacc aacagtacat 900 
ccaaaccttt agatgctaac gctaaagtaa 960 
atgggaatat aaagaggata acaaacaaca 102 0 
attatcaaaa caggaatggc aaaacaagat 10 8 0 
ctaataatgc catctccttc ccaaataatt 1140 
ccagccactg gttgaacaac aattcaagaa 12 00 
aacagcagta ttataataac atcaactatc 1260 
caatggaacc tatttttaaa tctatcgaaa 1320 
gtgaagagaa cttgaaaaca gatgaatttt 13 8 0 
gatttatccc catgagtttg atagggaaat 1440 
gagacccaaa tttaattttg gcatctatga 1500 
atttggaaat tgcccttgga agcatagaag 1560 
atccattgga aaactatttt attaggcgcg 1620 
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aaaattgggc tgaatacgct atggaaagta attttgatga aaatgatgac gaaactgaaa 16 8 0 

aatacaacat tgagaaacta ttgggaccga acgatttaga caattattct tatatgggct 174 0 

atccaaactt ctttcccagt aatgaaaatg ggaaaaagag tcagagctat gaccaaggtg 1800 
aaattagcag gcagtttgaa caaaacttac aaataaatga ttaa 1844 



<210> 74 
<211> 447 
<212> PRT 

<213> Candida albicans 
<400> 74 

Met Ser Ser Gin Asn Leu Asn Asp Asn Pro Lys Asn Thr Ser Ser Ala 
15 10 15 

Ala Glu Asp Lys Lys Lys Gin Thr Ser Ser Leu Lys Leu Ala Pro lie 
20 25 30 

Pro Thr Thr Ser Pro Trp Lys Ser Ser Ser Pro Asp Ser Asn Thr Val 
35 40 45 

lie Pro Val Glu Glu Leu Arg Asp lie Ser Lys Thr Ala Lys Pro Ser 
50 55 60 

Lys Asn Gly Ser Gly Ser lie Lys Leu Thr Ser Asn Thr Lys Trp Thr 
65 70 75 80 

Pro lie Thr Pro Ser Val lie lie Ser Gly Ser Lys Asp Thr Asn Ser 
85 90 95 

Lys Ser Gly Lys Asn Ser Lys Asn Ser Lys Thr Asn Lys Lys Met Lys 
100 105 110 

Lys Arg Gly Lys Tyr Asn Asn Asp lie Asn Lys Lys Asp Phe Asn Gly 
115 120 125 

Gin Thr Asn Ser Thr Ser Glu lie Ser Asn Val Ser Asn Leu Glu Ser 
130 135 140 

Lys Pro Leu Asp Ala Asn Ala Lys Val Asn lie His Ser Ser Ser Gly 
145 150 155 160 

Ala Thr Ala Asn Gly Asn He Lys Arg He Thr Asn Asn Asn Asn Ser 
165 170 175 

Thr Asn Gly Arg Gin Ser Arg Asn Tyr Gin Asn Arg Asn Gly Lys Thr 
180 185 190 

Arg Tyr Asn Asn Asn Ser Arg His Ser Gin Ala Ala Asn Asn Ala He 
195 200 205 

Ser Phe Pro Asn Asn Tyr Gin Ala Arg Pro Glu Tyr He Pro Asn Ala 
210 215 220 



Ser His Trp Leu Asn Asn Asn Ser Arg Asn Ser Tyr Lys Gin Leu Ser 
225 230 235 240 
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Tyr Phe Arg Gin Gin Gin Tyr Tyr Asn Asn lie Asn Tyr Gin Gin Gin 
245 250 255 

Leu Gin Thr Pro Tyr Tyr Tyr Ser Met Glu Pro lie Phe Lys Ser lie 
260 265 270 

Glu Ser lie Lys Asn Gin lie Glu Phe Tyr Phe Ser Glu Glu Asn Leu 
275 280 285 

Lys Thr Asp Glu Phe Leu Arg Ser Lys Phe Lys Lys Ala Asn Asp Gly 
290 295 300 

Phe lie Pro Met Ser Leu lie Gly Lys Phe Tyr Arg Met Val Asn Leu 
305 310 315 320 

Ser Leu Gly Gly Asp Pro Asn Leu lie Leu Ala Ser Met Arg Glu Val 
325 330 335 

Leu Gin His Lys Glu Thr Asn His Leu Glu lie Ala Leu Gly Ser lie 
340 345 350 

Glu Gly Ala Gin Lys Asn Met Ala Asp Asp Phe Asn Pro Leu Glu Asn 
355 360 365 

Tyr Phe lie Arg Arg Glu Asn Trp Ala Glu Tyr Ala Met Glu Ser Asn 
370 375 380 

Phe Asp Glu Asn Asp Asp Glu Thr Glu Lys Tyr Asn lie Glu Lys Leu 
385 390 395 400 

Leu Gly Pro Asn Asp Leu Asp Asn Tyr Ser Tyr Met Gly Tyr Pro Asn 
405 410 415 

Phe Phe Pro Ser Asn Glu Asn Gly Lys Lys Ser Gin Ser Tyr Asp Gin 
420 425 430 

Gly Glu lie Ser Arg Gin Phe Glu Gin Asn Leu Gin lie Asn Asp 
435 440 445 



<210> 75 
<211> 2054 

<212> DNA 

<213> Candida albicans 



<400> 75 

gcagcagggg 

ttttgtgcca 

aaagggtacc 

taccgctgcg 

ctctgattaa 

tatataagct 

ccgagacttt 

attcagaaag 

gcacccgctc 

tttgcctgtt 



caagatgaca 
tcagcattca 
cagccattgg 
aagtcagcag 
ctttcctggt 
tgctttccct 
ttttcaaagg 
tttcaatttc 
atataatacc 
tgcttctttc 



accctgttcc 
cagcaccacc 
caatggatga 
aatctgacat 
tagtcttttg 
tcaaaacacg 
cacgcgtgtc 
caagacttga 
atgcaagtga 
acgttggctg 



tgttcctgtt 
ggtgccaaca 
ctattttaat 
cctcgcccca 
gttttgtttc 
taaacgatag 
cttttttgtt 
cgtttcaatt 
ccacaagatt 
aaaacagcgc 



ccagtagaat 
aagaagaaat 
gaaggcagag 
ccaccacaaa 
atagcaaaat 
ttggcaatgt 
aagacaatag 
atatggcaat 
tatatctgcg 
aagagctacg 



ctgagacggc 
caaaaaataa 
ataagtcatc 
aacagtcatc 
taaatatata 
acgaaaagta 
atattttagc 
ctcccaacaa 
atagtctcgt 
ccgggatcag 



60 

120 

180 

240 
300 
360 
420 
480 
540 
600 



-SI 
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atttactcgt 
tcgtcgagtt 
aggccgcctc 
acagtatggt 
atggtcgtat 
agtacatgat 
aaccatactt 
atgaaacgta 
tagattcaga 
ttgatggaaa 
tggtaatttt 
gcaatttgcc 
atcttttcac 
ctacaatgtt 
ctatccataa 
acgcgaaatt 
attaccgtga 
agtccaatgt 
aggatgtcct 
tttacgaaga 
tcgccgaagt 
ccattgcttt 
atttggaaga 
caatttatga 
atgatgaatt 



tctaacagag 
ttttgctcca 
tattttaaag 
ttgcctgcaa 
ttttgatggt 
tcagctatac 
ggaaaatgca 
tcaagaagtc 
agataagtca 
tgtagactct 
accttacttt 
gttggcttac 
gcagttaggt 
cccacaccac 
tatgatcaat 
agaaaaacca 
aggtactgcc 
ttataaaata 
tgtcaaatat 
aattgcaaat 
agattcaggg 
gtatcctgcc 
tgttttcgaa 
taaattgcac 
ataa 



aagaaattta 
tggtgtttgc 
gagcataacg 
caaactataa 
caagtctatc 
gaggcttctg 
actttaccag 
gcactggacc 
ttatcaatcc 
ttggtcggaa 
accgacatcg 
ttcttttata 
aaggaaaatc 
gttagattcc 
aatctgaaat 
caaccactag 
aagccaattg 
gttgggaaga 
tacgcgacat 
gtcttagcat 
gcaaatgata 
ggaaataact 
tttatcaagg 
caggccaagg 



aatcattcat 
attctcagat 
tcccagttgt 

atacctaccc 
gcggtgtcaa 
tcatttattt 
tagtaataaa 
ttgctgagga 
acttgccaaa 
attccgttgc 
aacctgatct 
cttctgagga 
gtggccaaat 
taaatatgag 
atggtttacc 
acagagatat 
ttaagtcaga 
cacatgacga 
ggtgtattca 
ctgatgaatc 
tcttaagttt 
ctaagcctat 
aatcaggtac 
attctgaagt 



cgaatctcat 
cttacgccct 
tcaaattgat 
aaccttgaaa 
gatcaccgat 
aaattccgaa 
cagaggcttg 
ttacgtcttt 
cactacagaa 
tctaactcag 
cttccccaag 
agaattggaa 
aaatttcatt 
agaacagttc 
acaactacca 
gatcgttcag 
agagattcca 
cattgttcat 
tagtaaaagg 
tgttcgcgat 
tcctgtgaca 
tatcttcaat 
acatcacatt 
gtctactgaa 



ccgttagtcc 
cacttagaag 
tgtgaggcta 
atctttaaaa 
gaaatcactc 
gatgaaatcc 
acaggcttga 
ttatcccttc 
ccaattctgt 
tggttaaaag 
tacatttcta 
gattacactg 
gcattaaact 
ccattatttg 
gaagaagagt 
ttggtaaaag 
aaagaacaaa 
gatgatgaca 
tttgcgccta 
aaaatcttga 
ggatatccaa 
aaaattagaa 
gacggccagg 
gataccgtac 



660 

720 

780 

840 

900 ■ 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2054 



<210> 76 
<211> 517 
<212> PRT 

<213> Candida albicans 
<400> 76 

Met Gin Val Thr Thr Arg Phe lie Ser Ala lie Val Ser Phe Cys Leu 
15 10 15 

Phe Ala Ser Phe Thr Leu Ala Glu Asn Ser Ala Arg Ala Thr Pro Gly 
20 25 30 

Ser Asp Leu Leu Val Leu Thr Glu Lys Lys Phe Lys Ser Phe lie Glu 
35 40 45 

Ser His Pro Leu Val Leu Val Glu Phe Phe Ala Pro Trp Cys Leu His 
50 55 60 

Ser Gin lie Leu Arg Pro His Leu Glu Glu Ala Ala Ser lie Leu Lys 
65 70 75 80 

Glu His Asn Val Pro Val Val Gin lie Asp Cys Glu Ala Asn Ser Met 
85 90 95 



Val Cys Leu Gin Gin Thr lie Asn Thr Tyr Pro Thr Leu Lys He Phe 
100 105 110 



Lys Asn Gly Arg He Phe Asp Gly Gin Val Tyr Arg Gly Val Lys He 
115 120 125 
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Thr Asp Glu lie Thr Gin Tyr Met lie Gin Leu Tyr Glu Ala Ser Val 
130 135 140 

lie Tyr Leu Asn Ser Glu Asp Glu lie Gin Pro Tyr Leu Glu Asn Ala 
145 150 155 160 

Thr Leu Pro Val Val lie Asn Arg Gly Leu Thr Gly Leu Asn Glu Thr 
165 170 175 

Tyr Gin Glu Val Ala Leu Asp Leu Ala Glu Asp Tyr Val Phe Leu Ser 
180 185 190 

Leu Leu Asp Ser Glu Asp Lys Ser Leu Ser lie His Leu Pro Asn Thr 
195 200 205 

Thr Glu Pro lie Leu Phe Asp Gly Asn Val Asp Ser Leu Val Gly Asn 
210 215 220 

Ser Val Ala Leu Thr Gin Trp Leu Lys Val Val lie Leu Pro Tyr Phe 
225 230 235 240 

Thr Asp lie Glu Pro Asp Leu Phe Pro Lys Tyr lie Ser Ser Asn Leu 
245 250 255 

Pro Leu Ala Tyr Phe Phe Tyr Thr Ser Glu Glu Glu Leu Glu Asp Tyr 
260 265 270 

Thr Asp Leu Phe Thr Gin Leu Gly Lys Glu Asn Arg Gly Gin lie Asn 
275 280 285 

Phe lie Ala Leu Asn Ser Thr Met Phe Pro His His Val Arg Phe Leu 
290 295 300 

Asn Met Arg Glu Gin Phe Pro Leu Phe Ala lie His Asn Met lie Asn 
305 310 315 320 

Asn Leu Lys Tyr Gly Leu Pro Gin Leu Pro Glu Glu Glu Tyr Ala Lys 
325 330 335 

Leu Glu Lys Pro Gin Pro Leu Asp Arg Asp Met lie Val Gin Leu Val 
340 345 350 

Lys Asp Tyr Arg Glu Gly Thr Ala Lys Pro lie Val Lys Ser Glu Glu 
355 360 365 

lie Pro Lys Glu Gin Lys Ser Asn Val Tyr Lys lie Val Gly Lys Thr 
370 375 380 

His Asp Asp lie Val His Asp Asp Asp Lys Asp Val Leu Val Lys Tyr 

385 390 395 400 

Tyr Ala Thr Trp Cys lie His Ser Lys Arg Phe Ala Pro lie Tyr Glu 
405 410 415 



Glu lie Ala Asn Val Leu Ala Ser Asp Glu Ser Val Arg Asp Lys lie 
420 425 430 



Leu lie Ala Glu 
435 

Val Thr Gly Tyr 
450 

Lys Pro lie lie 
465 

Phe lie Lys Glu 



Asp Lys Leu His 
500 

Val His Asp Glu 
515 



Val Asp Ser Gly 
440 

Pro Thr lie Ala 

455 

Phe Asn Lys lie 
470 

Ser Gly Thr His 
485 

Gin Ala Lys Asp 



Leu 



87 



Ala Asn Asp lie 



Leu Tyr Pro Ala 
460 

Arg Asn Leu Glu 
475 

His lie Asp Gly 
490 

Ser Glu Val Ser 
505 



Leu Ser Phe Pro 
445 

Gly Asn Asn Ser 



Asp Val Phe Glu 
480 

Gin Ala lie Tyr 
495 

Thr Glu Asp Thr 
510 



<210> 77 
<211> 908 
<212> DMA 

<213> Candida albicans 
<400> 77 

ggggcaaatg atatcttaag ttttcctgtg acaggatatc caaccattgc tttgtatcct 60 
gccggaaata actctaagcc tattatcttc aataaaatta gaaatttgga agatgttttc 120 
gaatttatca aggaatcagg tacacatcac attgacggcc aggcaattta tgataaattg 180 
caccaggcca aggattctga agtgtctact gaagataccg tacatgatga attataatca 240 
ataaataaag catatataat gcacattttt aacatctgat tactcgcatc gtttctggaa 300 
gaaaatagct aatattcgtt atttatggca tcacgattat tctcaccagt tacccgttta 360 
tgctcttgaa gagatttagc attactgcca gcgcatcttc aaatacaggt ttatatgaga 420 
cccattacta taaccctaag aagagaaaaa ggagtgcttt cgttttcaat cacattctag 480 
tttacagtaa ttgagtctcg atgatgttta atatttacct tttcgtcact tttttttcca 540 
ccattcttgc aggttccctg tcagatttgg aaatcggtat tatcaagaga ataccggtag 600 
aagattgctt aattaaggca atgccaggtg ataaagttaa ggttcattat acaggatctt 660 
tattagaatc gggaactgta tttgactcaa gttattcaag aggctctcct atcgcttttg 72 0 
aacttggcgt tggcagagta attaaaggtt gggatcaagg tgttgccggc atgtgcgttg 780 
gcgaaaaaag aaagctgcaa attccaagtt ctttggccta cggagaaaga ggtgtcccag 84 0 
gcgtcattcc tccaagtgct gatttggtgt ttgatgtcga attggtagac gtgaaatcag 900 
ccgcctag 



<210> 78 
<211> 135 
<212> PRT 

<213> Candida albicans 
<400> 78 

Met Met Phe Asn lie Tyr Leu Phe Val Thr Phe Phe Ser Thr He Leu 
1 5 " 10 15 

Ala Gly Ser Leu Ser Asp Leu Glu He Gly He lie Lys Arg lie Pro 
20 25 30 

Val Glu Asp Cys Leu He Lys Ala Met Pro Gly Asp Lys Val Lys Val 
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35 40 45 

His Tyr Thr Gly Ser Leu Leu Glu Ser Gly Thr Val Phe Asp Ser Ser 
50 55 60 

Tyr Ser Arg Gly Ser Pro lie Ala Phe Glu Leu Gly Val Gly Arg Val 
65 70 75 80 

lie Lys Gly Trp Asp Gin Gly Val Ala Gly Met Cys Val Gly Glu Lys 
85 90 95 

Arg Lys Leu Gin lie Pro Ser Ser Leu Ala Tyr Gly Glu Arg Gly Val 
100 105 110 

Pro Gly Val lie Pro Pro Ser Ala Asp Leu Val Phe Asp Val Glu Leu 
115 120 125 

Val Asp Val Lys Ser Ala Ala 
130 135 



<210> 79 
<211> 1103 
<212> DNA 

<213> Candida albicans 



<400> 79 

cgagcttgcc 

attgttaaaa 

accacgataa 

aaacctgtgg 

tgcatcctga 

tagcgttgag 

ggtctaggat 

actttcgcct 

aaaattaaaa 

ctggtgctaa 

ccaacacaaa 

aatacagagc 

agaagaccag 

acactttgac 

aagctcacta 

ccaagagcaa 

cttccgttga 

gtcaatccgg 

gaagattgac 



agcattccaa 
gctattattt 
aacgtatgtt 
cggtcaagac 
gcaatgaaat 
gaggtactgc 
gaatacgagc 
tctatctcga 
tagtgtaaaa 
acgtgctcaa 
aattggtgct 
tctaagaatt 
aattgctggt 
caaggctgcc 
cggtcaaacc 
gaacgctgaa 
atctcaattc 
tagatgtgat 
tgctaagaaa 



tgcccatcgt 
atgattttta 
ctgataccca 
tgctagcaag 
catgcaacct 
aatttaaaag 
aattgaaata 
tgcgttatta 
atgggtattt 
ttcagaaaga 
aagagaatcc 
gaaaccggta 
gttgtttacc 
attgtccaaa 
ttgggtaaga 
agaaagtggg 
agcgccggta 
ggttacatct 
tag 



attgtactca 
cttaccaaac 
gcaaatgaga 
atggatattt 
aacatttgag 
accgaagaat 
catttggaat 
caagaaaata 
ctcgtgattc 
agagaaagtt 
actctgtcag 
acttttcttg 
atccatccaa 
ttgatgctac 
agaagaacgt 
ctgctagagc 
gattatacgc 
tggaaggtga 



atggtgaaac 
attgaaagga 
aagtagaagg 
agatcataaa 
gttaatatat 
tatcgatgca 
accttgtgaa 
gttttactaa 
tcgtcacaaa 
cgaattaggt 
aactagaggt 
ggcttctgaa 
caatgaattg 
tccattcaga 
caaggaagaa 
tgcttctgcc 
ttgtatctct 
agaattagct 



ttaccaccat 
gactgaacac 
agaaacctaa 
ttctaacgca 
gagaattaac 
aggaaaaatg 
aatatcacat 
caaattaaca 
agatcagcca 
cgtcaaccag 
ggtaacaaga 
ggtatctcca 
gttagaacta 
caatggttcg 
gaaactgttg 
aagatcgaat 
tccagaccag 
ttctacctaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1103 



<210> 80 

<211> 200 

<212> PRT 

<213> Candida albicans 



<400> 80 

Met Gly lie Ser Arg Asp Ser Arg His Lys Arg Ser Ala Thr Gly Ala 
15 10 15 
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Lys Arg Ala Gin Phe Arg Lys Lys Arg Lys Phe Glu Leu Gly Arg Gin 
20 25 30 

Pro Ala Asn Thr Lys lie Gly Ala Lys Arg lie His Ser Val Arg Thr 
35 40 45 

Arg Gly Gly Asn Lys Lys Tyr Arg Ala Leu Arg lie Glu Thr Gly Asn 
50 55 60 

Phe Ser Trp Ala Ser Glu Gly lie Ser Lys Lys Thr Arg lie Ala Gly 
65 70 75 80 

Val Val Tyr His Pro Ser Asn Asn Glu Leu Val Arg Thr Asn Thr Leu 
85 90 95 

Thr Lys Ala Ala lie Val Gin ile Asp Ala Thr Pro Phe Arg Gin Trp 
100 105 110 

Phe Glu Ala His Tyr Gly Gin Thr Leu Gly Lys Lys Lys Asn Val Lys 
115 120 125 

Glu Glu Glu Thr Val Ala Lys Ser Lys Asn Ala Glu Arg Lys Trp Ala 

130 135 140 

Ala Arg Ala Ala Ser Ala Lys lie Glu Ser Ser Val Glu Ser Gin Phe 
145 150 155 160 

Ser Ala Gly Arg Leu Tyr Ala Cys lie Ser Ser Arg Pro Gly Gin Ser 
165 170 175 

Gly Arg Cys Asp Gly Tyr lie Leu Glu Gly Glu Glu Leu Ala Phe Tyr 
180 185 190 

Leu Arg Arg Leu Thr Ala Lys Lys 
195 200 



<210> 81 
<211> 1265 
<212> DNA 

<213> Candida albicans 
<400> 81 

accctatatg ggaggacaac tcgcccactg tttgggtcgt gttagcgata aggtccgaag 6 0 
tagaagcgga aagagaagga gctgaagagg ttaattcatc gatggaaggc aactgggttt 12 0 
ggatttccga gacatcgttg gcatttgggc ccgtcgaatt aaatcttttg gcctgaaaag 180 
agatccatga cggatggggc cggggcaata ctatggttcg agcggtggcc agtctggaag 240 
aggcagcaaa ccttgacgtg acgagtcgag aggtgagttt gaacatcgtc ggggaggtta 3 00 
ttctgtggct ccgcttgtac gtgaacagat acgtatagag ggcgagccac tggttaaatt 360 
tttcatggct cggattactt ccgtactgct ggctaaaatc gaaatctcgg cctgctgaga 420 
gtgttttgag caatcaaggg aacatctgaa cgtggaagag cagacgaggc attagctcga 4 80 
acataagaac ggaacacgtc atgttgacta tcacgaaaag actggtgacc accgatgtgc 54 0 
ggtcgcgaat actgttaagc agtttaaacg ggaaaatgtc cgatgcactg gcgctgctgc 600 
gtcagcagca gcagaccagc gtggatgtgg agctgctgca cacgatgcta gcgcgagccg 660 
ctgcgcttgc ccatgccgac actatagcat acatgtggta tcagcatgtg atgccacgcc 72 0 



90 



ggttgccagt 
ggctcttctt 
ccagcccaga 
cgcgtggcac 
tggatacgct 
ctatgggcat 
gacagcccct 
ggcatgttcc 
gcgggctgcc 
cataa 



agagggccgc 
acccgcgcag 
agatgaactg 
aatgcactcc 
accagggcag 
agcattgatg 
agtgataaag 
cggcccagcg 
gctgctggat 



ctgctatgtg 
ttcctccagc 
attgagtatg 
acggcgctca 
ccgccattaa 
cagcaagatg 
aacgaatggt 
caggcgcgac 
gccgaactag 



aaatggctgg 

actaccaggc 
agcttagacg 
gggaaaagtg 
ggctgcgcga 
agcaagcagc 
cactaccgct 
gtgtgctggc 
tgataaagag 



cgtagcattg 
gatgaatcgc 
gattaaagtc 
gaaggtattc 
cttcccgcaa 
tgccctggcg 
actactggct 
ggagttccgt 
aagaggattt 



taccaggaca 
gatcgtcgca 
gaagcgtttg 
ttgcaggaga 
atgaccaagg 
ttgtttggac 
ggtgtccttt 
caaagttatc 
gaaatcaaca 



780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1265 



<210> 82 
<211> 254 
<212> PRT 

<213> Candida albicans 

<400> 82 

Met Leu Thr lie Thr Lys Arg Leu Val Thr Thr Asp Val Arg Ser Arg 
15 10 15 

lie Leu Leu Ser Ser Leu Asn Gly Lys Met Ser Asp Ala Leu Ala Leu 
20 25 30 

Leu Arg Gin Gin Gin Gin Thr Ser Val Asp Val Glu Leu Leu His Thr 
35 40 45 

Met Leu Ala Arg Ala Ala Ala Leu Ala His Ala Asp Thr lie Ala Tyr 
50 55 60 

Met Trp Tyr Gin His Val Met Pro Arg Arg Leu Pro Val Glu Gly Arg 
65 70 75 80 

Leu Leu Cys Glu Met Ala Gly Val Ala Leu Tyr Gin Asp Arg Leu Phe 
85 90 95 

Leu Pro Ala Gin Phe Leu Gin His Tyr Gin Ala Met Asn Arg Asp Arg 
100 105 110 

Arg Thr Ser Pro Glu Asp Glu Leu lie Glu Tyr Glu Leu Arg Arg lie 
115 120 125 

Lys Val Glu Ala Phe Ala Arg Gly Thr Met His Ser Thr Ala Leu Arg 
130 135 140 

Glu Lys Trp Lys Val Phe Leu Gin Glu Met Asp Thr Leu Pro Gly Gin 
145 150 155 160 

Pro Pro Leu Arg Leu Arg Asp Phe Pro Gin Met Thr Lys Ala Met Gly 
165 170 175 

lie Ala Leu Met Gin Gin Asp Glu Gin Ala Ala Ala Leu Ala Leu Phe 
180 185 190 



Gly Arg Gin Pro Leu Val He Lys Asn Glu Trp Ser Leu Pro Leu Leu 
195 200 205 



91 



Leu Ala Gly Val Leu Trp His Val 
210 215 

Val Leu Ala Glu Phe Arg Gin Ser 
225 230 

Ala Glu Leu Val lie Lys Arg Arg 
245 



Pro Gly Pro Ala Gin Ala Arg Arg 
220 

Tyr Arg Gly Leu Pro Leu Leu Asp 
235 240 

Gly Phe Glu lie Asn Thr 
250 



<210> 83 
<211> 830 
<212> DNA 

<213> Candida albicans 

<400> 83 

ggactagaag ccaaaagcca gaggcggtaa aaatagcaag actagaatat tgctggcatc 60 
tgttaagggg atatgttgca acttgcaggg ggcggcacaa aataacatag aaacgtagta 12 0 
aagaggggaa aaggaaaagg aaaaggaaaa ggaaggaaaa aaacccattg acgtagaaat 18 0 
tgaaagaagg aaaggtatac gcaagcatta atacaaccca caaacacaga ccagaagcac 24 0 
tctagacgga gagtaactag atctacagcc cctggaaaat cgtttggtca actttgaggt 300 
tccggtcgtc cccctcttga tctgaaaggt ctttctctaa atctatatta aaacgtataa 360 
ataggacggt gaattgcgtt ctacttcctc aattgcgttt gatcttattt aatctctctc 420 
taatatatag aaaaaaaaac catctgatta ttcgataatc tcaaacaaac aactcaaaac 480 
aaaaaaaact aaatacaaca atgtctgacg caggtagaaa aggattcggt gaaaaagctt 540 
ctgaagcttt gaagccagac tctcaaaagt catacgctga acaaggtaag gaatacatca 600 
ctgacaaggc cgacaaggtc gctggtaagg ttcaaccaga agacaacaag ggtgtcttcc 660 
aaggtgtcca cgactctgcc gaaaaaggca aggataacgc tgaaggtcaa ggtgaatctt 720 
tggcagacca agctagagat tacatgggag ccgccaagtc caagttgaac gatgccgtcg 780 
aatatgtttc cggtcgtgtc cacggtgaag aagacccaac caagaagtaa 83 0 



<210> 84 

<211> 109 
<212> PRT 

<213> Candida albicans 
<400> 84 

Met Ser Asp Ala Gly Arg Lys Gly Phe Gly Glu Lys Ala Ser Glu Ala 
15 10 15 

Leu Lys Pro Asp Ser Gin Lys Ser Tyr Ala Glu Gin Gly Lys Glu Tyr 
20 25 30 

lie Thr Asp Lys Ala Asp Lys Val Ala Gly Lys Val Gin Pro Glu Asp 
35 40 45 

Asn Lys Gly Val Phe Gin Gly Val His Asp Ser Ala Glu Lys Gly Lys 
50 55 60 

Asp Asn Ala Glu Gly Gin Gly Glu Ser Leu Ala Asp Gin Ala Arg Asp 
65 70 75 80 

Tyr Met Gly Ala Ala Lys Ser Lys Leu Asn Asp Ala Val Glu Tyr Val 
85 90 95 
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Ser Gly Arg Val His Gly Glu Glu Asp Pro Thr Lys Lys 
100 105 



<210> 85 
<211> 995 
<212> DNA 

<213> Candida albicans 
<400> 85 

gaccttcagc gttatccttg cctttttcgg 
tgttgtcttc tggttgaacc ttaccagcga 
taccttgttc agcgtatgac ttttgagagt 
cgaatccttt tctacctgcg tcagacattg 
ttgtttgaga ttatcgaata atcagatggt 
ataagatcaa acgcaattga ggaagtagaa 
atatagattt agagaaagac ctttcagatc 
accaaacgat tttccagggg ctgtagatct 
tgtgtttgtg ggttgtatta atgcttgcgt 
atgggttttt ttccttcctt ttccttttcc 
atgttatttt gtgccgcccc ctgcaagttg 
attctagtct tgctattttt accgcctctg 
ccaagggccc gtcaacacgt cgtcattgct 
cctttttttc cattttcggc tgggccgtta 
cttggatttg cgcgtcccct ttttttcttc 
tttctgtgta tcaagaggaa aagaaggaga 
agggtaacag aatgtgcatt tggatgagcg 



cagagtcgtg gacaccttgg aagacaccct 60 
ccttgtcggc cttgtcagtg atgtattcct 12 0 
ctggcttcaa agcttcagaa gctttttcac 180 
ttgtatttag ttttttttgt tttgagttgt 240 
ttttttttct atatattaga gagagattaa 300 
cgcaattcac cgtcctattt atacgtttta 360 
aagaggggga cgaccggaac ctcaaagttg 42 0 
agttactctc cgtctagagt gcttctggtc 480 
atacctttcc ttctttcaat ttctacgtca 540 
ttttcctttt cccctcttta ctacgtttct 600 
caacatatcc ccttaacaga tgccagcaat 660 
gcttttggct tctagtcctt gtcccaagag 720 
accgccagct ggcacccaca catcaccgac 7 80 
gtgggatccg cccgctcccg gagattttca 840 
attctctgac tccccctacc ttctcccact 900 
aaaggagaac tccgaaaaat accgaacaag 960 



<210> 86 
<211> 164 
<212> PRT 

<213> Candida albicans 
<400> 86 

Met Leu Ala Tyr Thr Phe Pro Ser Phe Asn Phe Tyr Val Asn Gly Phe 
1 5 10 15 

Phe Ser Phe Leu Phe Leu Phe Leu Phe Leu Phe Pro Ser Leu Leu Arg 
20 25 30 

Phe Tyr Val lie Leu Cys Arg Pro Leu Gin Val Ala Thr Tyr Pro Leu 
35 40 45 

Asn Arg Cys Gin Gin Tyr Ser Ser Leu Ala lie Phe Thr Ala Ser Gly 
50 55 60 

Phe Trp Leu Leu Val Leu Val Pro Arg Ala Lys Gly Pro Ser Thr Arg 
65 70 75 80 

Arg His Cys Tyr Arg Gin Leu Ala Pro Thr His His Arg Pro Phe Phe 
85 90 95 

Ser lie Phe Gly Trp Ala Val Ser Gly lie Arg Pro Leu Pro Glu lie 
100 105 110 
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Phe Thr Trp lie Cys 
115 

Pro Thr Phe Ser His 
130 

Arg Arg Thr Pro Lys 
145 

Trp Met Ser Gly 



Ala Ser Pro Phe Phe Leu 
120 

Phe Ser Val Tyr Gin Glu 
135 

Asn Thr Glu Gin Glu Gly 
150 155 



His Ser Leu Thr Pro 
125 

Glu Lys Lys Glu Lys 
140 

Asn Arg Met Cys lie 
160 



<210> 87 
<211> 2702 
<212> DNA 

<213> Candida albicans 
<400> 87 

ctgccttccg tacgtcacaa cgcatacaca 
ctatcctttt gcataatatt ttcgtcacca 
aatagaactc gcctaaaggg gaaattttcg 
gatcgagtat ttgtttgtcg aaaaaggatc 
tccttccggc ttagccctgt tgattacgaa 
agagttaact tcacgcgggt aaatcacttg 
gatgaatcag ggtgttttaa agtgcgtata 
ggcgttgata aagagccaat atctattgtt 
aaaaatacaa aaagttcgac atgggcttca 
tgcttttcga tatcagactt aaaaatgttg 
caaacgaggc cccctcggtg cttttatctg 
tgcagatcaa aagcatatca ttgagacttt 
agaggcccca ggacgctagt tcttcgtcgt 
acaacaaagt tttttataat tacgcatggg 
gtttaagagg gcaatctggc cttgcgggca 
gccaaagagc tcagtccaca agttccttga 
catgtacttt agataagggc aactacgatt 
taccagagag cgtagaatct ttgccaaatt 
ttgaacgcag caaaaattat agtgatttga 
ccatttcacc cgcagcagtg gagttatcag 
acaaagtgga ttattctatt tcagtaccca 
ctataaatat ttccattgta cctctttcga 
tattatttga gaattatcaa tattgtgacc 
aagtgacaga actaaatctt gaagatccct 
atggttgctt tgtaaataac cccttttttc 
agattgatac catcctgcaa atcccgaaca 
tccgctctaa cattaaggtt cgccataagc 
atggtcataa atctgagtta agagcgtcct 
tggcactttc aataaaacca ttgtcatcct 
accagaaaga cgaaaactca tcacaagaag 
catcagtcac agggttggaa ttattagcgg 
tttcagactt gatgacgccc ccaaattatg 
gttctttcac tcgcacggct gtggaaacgt 
gttcgactgt cgaggatcag caacaggatt 
ttagaaatca acgtgacaat ctagggctac 
gatcgctatc tccattacta aacgttccag 
ctcagagtgc tcttggtccc aatagtggct 



atatagttta tataaactcc tgcgtataat 60 
ttatcttgtt gcggtgtttt tatttaaaac 120 
atataaaaat tcaaaaaaat ggctttcatg 180 
actggagtga cgttactacg ctacgaagcc 240 
tttggatcag ttggtatttg attcctcgga 300 
tgatgcggta tattctctat acggctaata 360 
aacccttttg ctattttcgt ttatataatt 420 
gctacataga ggcagctctc ttagcaaaat 480 
gtagcggtaa atcaactaag aaaaagcctc 540 
acaacgatgt aatactcctc aaaggtcctc 600 
gttgcatcgt tttatcgatt aacgaaccca 660 
atgggaagat acaaatagac gtaccattag 72 0 
tgtcttcatc gccgccaaag atcagaaagt 780 
ataatgttaa cctcaaggag tatctgagtg 840 
gtagctcatc aagtaatatc ttgggcactc 900 
agtctttaaa ggggtcctcc tcaccctctt 960 
ttccctttag tgctattttg cctggttcgt 1020 
gcttcgtgac atatagcatg gaatccgtta 1080 
tctgtaggaa aaatattaga gttctgagaa 114 0 
aaactgtttg tgtagataac tcatggcccg 1200 
acaaagccgt agctattggt tcagccaccc 1260 
aaggtttgaa attgggctca atcaaagtcg 132 0 
ccttccctcc agtaatttct gaaaataggc 1380 
tgaacgagtc atctggagaa tttaatggta 144 0 
agcctgatca ttcattccaa gacaagtggg 15 0 0 
gcttatcaaa ctgtgtgcaa gattgtgatg 1560 
tcaaattttt catcatccta attaaeccag 1620 
taccgattca actttttatt tcaccatttg 1680 
cgaatttgta ttcgcttttt agcaccacta 1740 
aggaagagga atatctgttt tctagatcag 18 0 0 
atatgcgtag cggtggctct gttcctacca 1860 
aaatgcacgt atatgatcgt ctttatagcg 1920 
ctggaacatg tactcctttg ggaagcgaat 1980 
tagaagattt acgtatacgg ttgacaaaaa 2040 
caccgtctgc ctcgtctgct gccgcttcca 2100 
caccagagga tggcacggag agaatcttac 2160 
ctgtgccagg agtacatagt aacgtatcac 2 22 0 
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ctgttttact ttcaagatcc ccagccccaa gcgtgtcagc ccatgaagtg ttaccagtgc 22 8 0 
cctcgggctt aaattatcca gagactcaaa acctgaacaa ggttccatcg tatggcaagg 2340 
caatgaaata tgatatcatt ggtgaggacc ttcctccttc ctacccttgt gcgatacaaa 2400 
atgtgcaacc aagaaaaccc agtagggtac attccaggaa ctcttcgaca acattgtcat 2460 
cttctatacc aactagcttt cattcctcta gttttatgag tagcactgct tcccctattt 2520 
ccataattaa tggctctaga agtagttcta gtggggtatc tcttaataca cttaatgagt 258 0 
taacttcgaa aacttcgaat aacccatcca gtaatagtat gaaaaggtca ccaacaagac 2 64 0 
ggagggctac ttctttagct gggtttatgg gaggttttct atcaaagggt aacaaacgat 2700 
ag 2702 



<210> 88 
<211> 733 

<212> PRT 

<213> Candida albicans 
<400> 88 

Met Gly Phe Ser Ser Gly Lys Ser Thr Lys Lys Lys Pro Leu Leu Phe 
15 10 15 

Asp lie Arg Leu Lys Asn Val Asp Asn Asp Val lie Leu Leu Lys Gly 
20 25 30 

Pro Pro Asn Glu Ala Pro Ser Val Leu Leu Ser Gly Cys lie Val Leu 
35 40 45 

Ser lie Asn Glu Pro Met Gin lie Lys Ser lie Ser Leu Arg Leu Tyr 
50 55 60 

Gly Lys lie Gin lie Asp Val Pro Leu Glu Arg Pro Gin Asp Ala Ser 
65 70 75 80 

Ser Ser Ser Leu Ser Ser Ser Pro Pro Lys lie Arg Lys Tyr Asn Lys 
85 90 95 

Val Phe Tyr Asn Tyr Ala Trp Asp Asn Val Asn Leu Lys Glu Tyr Leu 
100 105 ^ 110 

Ser Gly Leu Arg Gly Gin Ser Gly Leu Ala Gly Ser Ser Ser Ser Ser 
115 120 125 

Asn lie Leu Gly Thr Arg Gin Arg Ala Gin Ser Thr Ser Ser Leu Lys 
130 135 140 

Ser Leu Lys Gly Ser Ser Ser Pro Ser Ser Cys Thr Leu Asp Lys Gly 
145 150 155 160 

Asn Tyr Asp Phe Pro Phe Ser Ala lie Leu Pro Gly Ser Leu Pro Glu 
165 170 175 

Ser Val Glu Ser Leu Pro Asn Cys Phe Val Thr Tyr Ser Met Glu Ser 
180 185 190 

Val He Glu Arg Ser Lys Asn Tyr Ser Asp Leu He Cys Arg Lys Asn 
195 200 205 



He Arg Val 



Leu Arg Thr He Ser Pro Ala Ala Val 



Glu Leu Ser Glu 
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210 215 220 

Thr Val Cys Val Asp Asn Ser Trp Pro Asp Lys Val Asp Tyr Ser lie 
225 230 235 240 

Ser Val Pro Asn Lys Ala Val Ala lie Gly Ser Ala Thr Pro lie Asn 
245 250 255 

lie Ser lie Val Pro Leu Ser Lys Gly Leu Lys Leu Gly Ser lie Lys 

260 265 270 

Val Val Leu Phe Glu Asn Tyr Gin Tyr Cys Asp Pro Phe Pro Pro Val 
275 280 285 

lie Ser Glu Asn Arg Gin Val Thr Glu Leu Asn Leu Glu Asp Pro Leu 
290 295 300 

Asn Glu Ser Ser Gly Glu Phe Asn Gly Asn Gly Cys Phe Val Asn Asn 
305 310 315 320 

Pro Phe Phe Gin Pro Asp His Ser Phe Gin Asp Lys Trp Glu lie Asp 
325 330 335 

Thr lie Leu Gin lie Pro Asn Ser Leu Ser Asn Cys Val Gin Asp Cys 
340 345 350 

Asp Val Arg Ser Asn lie Lys Val Arg His Lys Leu Lys Phe Phe lie 
355 360 365 

lie Leu lie Asn Pro Asp Gly His Lys Ser Glu Leu Arg Ala Ser Leu 
370 375 380 

Pro lie Gin Leu Phe lie Ser Pro Phe Val Ala Leu Ser He Lys Pro 
385 390 395 400 

Leu Ser Ser Ser Asn Leu Tyr Ser Leu Phe Ser Thr Thr Asn Gin Lys 
405 410 415 

Asp Glu Asn Ser Ser Gin Glu Glu Glu Glu Glu Tyr Leu Phe Ser Arg 
420 425 430 

Ser Ala Ser Val Thr Gly Leu Glu Leu Leu Ala Asp Met Arg Ser Gly 
435 440 445 

Gly. Ser Val Pro Thr He Ser Asp Leu Met Thr Pro Pro Asn Tyr Glu 
450 455 460 

Met His Val Tyr Asp Arg Leu Tyr Ser Gly Ser Phe Thr Arg Thr Ala 
465 470 475 480 

Val Glu Thr Ser Gly Thr Cys Thr Pro Leu Gly Ser Glu Cys Ser Thr 
485 490 495 

Val Glu Asp Gin Gin Gin Asp Leu Glu Asp Leu Arg He Arg Leu Thr 
500 505 510 



Lys He Arg Asn Gin Arg Asp Asn Leu Gly Leu Pro Pro Ser Ala Ser 
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515 520 525 

Ser Ala Ala Ala Ser Arg Ser Leu Ser Pro Leu Leu Asn Val Pro Ala 
530 535 540 

Pro Glu Asp Gly Thr Glu Arg lie Leu Pro Gin Ser Ala Leu Gly Pro 
545 550 555 560 

Asn Ser Gly Ser Val Pro Gly Val His Ser Asn Val Ser Pro Val Leu 

565 570 575 

Leu Ser Arg Ser Pro Ala Pro Ser Val Ser Ala His Glu Val Leu Pro 
580 585 590 

Val Pro Ser Gly Leu Asn Tyr Pro Glu Thr Gin Asn Leu Asn Lys Val 
595 600 605 

Pro Ser Tyr Gly Lys Ala Met Lys Tyr Asp lie lie Gly Glu Asp Leu 
610 615 620 

Pro Pro Ser Tyr Pro Cys Ala lie Gin Asn Val Gin Pro Arg Lys Pro 
625 630 635 640 

Ser Arg Val His Ser Arg Asn Ser Ser Thr Thr Leu Ser Ser Ser lie 
645 650 655 

Pro Thr Ser Phe His Ser Ser Ser Phe Met Ser Ser Thr Ala Ser Pro 
660 665 670 

lie Ser lie lie Asn Gly Ser Arg Ser Ser Ser Ser Gly Val Ser Leu 
675 680 685 

Asn Thr Leu Asn Glu Leu Thr Ser Lys Thr Ser Asn Asn Pro Ser Ser 
690 695 700 

Asn Ser Met Lys Arg Ser Pro Thr Arg Arg Arg Ala Thr Ser Leu Ala 
705 710 715 720 

Gly Phe Met Gly Gly Phe Leu Ser Lys Gly Asn Lys Arg 
725 730 



<210> 89 
<211> 1259 
<212> DNA 

<213> Candida albicans 

<400> 89 

agacaataaa atatggaaaa taaaacgctt 
attttgactc tgtggagcat acagctacca 
tggatcaaaa cgttcttagg attgtggtgg 
aaatccagca aaccttcgcc catatttatt 
caaaacctcg tatatttata tacatatcct 
gatttacctt ggcattcctt ttccccatcc 
tgatatcaca atagacgaag ggcacacacc 
aatggctaac tcattataat cttcatgcta 



agcacagcag tcaatgaaat actctgatat 60 
ctaaatagga ttgtggggac aaatatggaa 12 0 
taaaacttgt aaaatccaag ctgagatctt 180 
cttttataac agaagaagag actatattct 240 
ccaaacaaac tcccaagttt cactttcctg 300 
tcttataatg gtaatcgcga tccttaatta 360 
aatttgccac cgtaaggata gagtaagtta 420 
aatcatataa gggcagagac gaagcaaagc 4 80 
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gaaaaaaaca tattacaatc atgtcgggtg ctgctgctgc atctgctgct ggttatgaca 54 0 

ggcacatcac tatcttttcc cccgagggtc gtttatatca agtagaatat gcctttaaag 600 

cgactaatca aactaacata aactcactag cggtcagagg taaagattgt acagtggtga 660 

taagtcagaa aaaggtccct gataaactgt tggatccaac tactgtttcg tatatttttt 72 0 

gtatttcaag aacaattggt atggtagtga acggaccaat accggatgca agaaatgcgg 780 

ccctaagagc caaggctgag gctgcagaat tccgttataa atatggttat gatatgccat 84 0 

gcgatgtatt ggctaagaga atggctaacc tttcccaaat ctatactcaa agagcatata 900 

tgagaccatt aggtgttata ctcacatttg tttcggtaga tgaagaattg ggtccctcca 960 

tttacaaaac tgaccctgca ggttattacg ttggctacaa agctactgcg acaggaccaa 1020 

aacaacagga gatcacaaca aacttagaaa accatttcaa aaagagtaaa atcgaccata 1080 

ttaatgaaga atcatgggag aaggtggtag aatttgctat tactcatatg attgacgcac 114 0 

tgggtaccga attttcaaag aatgacttgg aagtcggtgt cgctacaaag gacaaattct 12 0 0 

ttaccttgag tgctgagaac atcgaagaaa ggctagtagc aattgctgaa caagattaa 12 5 9 



<210> 90 
<211> 252 * 
<212> PRT 

<213> Candida albicans 



<400> 90 

Met Ser Gly Ala Ala Ala Ala Ser Ala Ala Gly Tyr Asp Arg His lie 
15 10 15 

Thr lie Phe Ser Pro Glu Gly Arg Leu Tyr Gin Val Glu Tyr Ala Phe 
20 25 30 

Lys Ala Thr Asn Gin Thr Asn lie Asn Ser Leu Ala Val Arg Gly Lys 

35 40 45 

Asp Cys Thr Val Val lie Ser Gin Lys Lys Val Pro Asp Lys Leu Leu 
50 55 60 

Asp Pro Thr Thr Val Ser Tyr lie Phe Cys lie Ser Arg Thr lie Gly 
65 70. 75 80 

Met Val Val Asn Gly Pro lie Pro Asp Ala Arg Asn Ala Ala Leu Arg 
85 90 95 

Ala Lys Ala Glu Ala Ala Glu Phe Arg Tyr Lys Tyr Gly Tyr Asp Met 
100 105 110 



Pro Cys Asp Val Leu Ala Lys Arg Met Ala Asn Leu Ser Gin lie Tyr 
115 120 125 

Thr Gin Arg Ala Tyr Met Arg Pro Leu Gly Val lie Leu Thr Phe Val 
130 135 140 

Ser Val Asp Glu Glu Leu Gly Pro Ser lie Tyr Lys Thr Asp Pro Ala 
145 150 155 160 

Gly Tyr Tyr Val Gly Tyr Lys Ala Thr Ala Thr Gly Pro Lys Gin Gin 
165 170 175 



Glu lie Thr Thr Asn Leu Glu Asn His 
180 185 



Phe Lys 



Lys Ser Lys 
190 



lie Asp 



His He Asn Glu 
195 

His Met He Asp 
210 

Val Gly Val Ala 

225 

He Glu Glu Arg 



Glu Ser Trp Glu 
200 

Ala Leu Gly Thr 
215 

Thr Lys Asp Lys 
230 

Leu Val Ala He 
245 
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Lys Val Val Glu 



Glu Phe Ser Lys 
220 

Phe Phe Thr Leu 

235 

Ala Glu Gin Asp 
250 , ^ 



Phe Ala He Thr 
205 

Asn Asp Leu Glu 



Ser Ala Glu Asn 
240 



<210> 91 
<211> 968 
<212> DNA 

<213> Candida albicans 



<400> 91 

ccaagttaag 

tcataattaa 

agagcttcag 

gtataactta 

atatatacga 

aacctagtaa 

tacaattttg 

gctacctatg 

tggattaata 

acccaggcag 

ccaaatctgc 

tattcagaaa 

aaaccgttaa 

gatctttgaa 

aaaagaagaa 

aaagttctaa 

ctcgttaa 



caagacacca 
tggcgaccga 
atagccaata 
taatatatgt 
tatggagaag 
aatgaattct 
cgaacgcctg 
aaaagcatag 
tagtgataaa 
aggtaccttg 
ctctttgttc 
gcatcacaag 
ggcccaaaga 
gccagaagtt 
ggctgaaaag 
gttctccaag 



agacaataac 
gggcagcgtt 
caccggaatt 
caacctttga 
catgaaaaat 
gaatttgcaa 
aacaaccatg 
acttactaac 
atgaaggttg 
tttgtccgtg 
aagcaaagaa 
aagggtatca 
ccaattaccg 
agaaaggcta 
gctgctagaa 
caacaagcta 



ttgagaggta 
gtgctagaaa 
tagactttga 
gcaggaaacc 
aacagcgtga 
aaagtccata 
cggattacca 
attttttttt 
aaatcgattc 
gtgactccaa 
agaacccaag 
ccgaagaagt 
gtgcttcttt 
acagagaaga 
aggctgaaaa 
agggtgcttt 



tgtccctata 
gcaatgtatt 
caggattgtg 
caatgaaaat 
gatgttatcc 
tttccacgtt 
ttatttatat 
tcaaatatgt 
tttttcaggt 
aatcttcaga 
aagaatcgct 
tgctaagaag 
ggacttgatc 
aaaattgaag 
ggctaagtct 
ccaaaaggtt 



tgatgatgat 
aatatatgag 
gcttgttcca 
gcttcattac 
atgttgcaag 
ctcctcttcc 
tgacaagatg 
ttgaaaaacg 
gccaaaatct 
ttccaaaact 
tggactgtct 
agatctagaa 
aaggaaagaa 
gccaacaaag 
gctggtactc 
gctgctactt 



60 

120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
968 



<210> 92 
<211> 155 
<212> PRT 

<213> Candida albicans 
■<400> 92 

Met Lys Val Glu He Asp Ser Phe Ser Gly Ala Lys He Tyr Pro Gly 
1 5 10 15 

Arg Gly Thr Leu Phe Val Arg Gly Asp Ser Lys He Phe Arg Phe Gin 
20 25 30 

Asn Ser Lys Ser Ala Ser Leu Phe Lys Gin Arg Lys Asn Pro Arg Arg 
35 40 45 



lie Ala Trp Thr Val Leu Phe Arg Lys His His Lys Lys Gly He Thr 
50 55 60 
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Glu Glu Val Ala 
65 

Pro lie Thr Gly 



Lys Pro Glu Val 
100 

Lys Glu Lys Lys 
115 

Lys Ser Ala Gly 
130 

Gly Ala Phe Gin 
145 



Lys Lys Arg Ser 
70 

Ala Ser Leu Asp 
85 

Arg Lys Ala Asn 



Lys Ala Glu Lys 
120 

Thr Gin Ser Ser 
135 

Lys Val Ala Ala 
150 



Arg Lys Thr Val 
75 

Leu lie Lys Glu 
90 

Arg Glu Glu Lys 
105 

Ala Ala Arg Lys 



Lys Phe Ser Lys 
140 

Thr Ser Arg 
155 



Lys Ala Gin Arg 
80 

Arg Arg Ser Leu 
95 

Leu Lys Ala Asn 
110 

Ala Glu Lys Ala 
125 

Gin Gin Ala Lys 



<210> 93 
<211> 764 
<212> DNA 

<213> Candida albicans 



<400> 93 

ctcccatatt 

ggattacatt 

gcattcagtt 

tttattgcaa 

aatttgacat 

ctgtttcata 

atacaatata 

tcattctaga 

ttcatacatt 

cttcagtttt 

aatcgacgcc 

gagtttttga 

caactagcaa 



tttttattca 
cgcacaatag 
attataagtt 
aattactgaa 
gcaagtttaa 
ccttcagatc 
aatagttgta 
atgattgtaa 
ttcaattaag 
agcacaggaa 
gtactctttg 
atattacaaa 
aggcagcccc 



caggctagac 
aataaatgac 
attgtttgat 
accatgtaat 
caaaaaaact 
caatatactg 
agaagaggtg 
gctctcaaca 
atgcagttac 
ctgacaacta 
tcaacgacta 
tcagtaacgt 
ataaacacac 



aatggtaatg 
taattttcaa 
ggtaaaactt 
ttccgaatac 
tctgtccgca 
aatatcaggc 
atatgttaag 
gtcacttgtg 
ttcgctgttt 
tatgcgagca 
ctattttggc 
ttgtcagtaa 
agtatgtttt 



gtgctttaga 
gaatttgttt 
cgccatcacc 
ggtaattaca 
tctaaagctt 
aattgatttc 
tttccatttt 
tgccaaaata 
ttcaatattt 
aatcccctca 
caacgggaag 
ttgcggttct 
ttga 



tgatttcagt 

caacctgccg 
ggttgctgcg 
cgcagtttga 
aattaaggga 
ccttgtaaat 
gacgtattcc 
ttatacctac 
tctgttattg 
ccaactttag 
gcaatgcaag 
cacccctcaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

764 



<210> 94 
<211> 87 
<212> PRT 

<213> Candida albicans 

<400> 94 

Met Gin Leu Leu Arg Cys Phe Ser lie Phe Ser Val lie Ala Ser Val 
15 10 15 

Leu Ala Gin Glu Leu Thr Thr lie Cys Glu Gin lie Pro Ser Pro Thr 
20 25 30 

Leu Glu Ser Thr Pro Tyr Ser Leu Ser Thr Thr Thr lie Leu Ala Asn 

35 40 45 



Gly Lys Ala Met Gin Gly Val Phe Glu Tyr Tyr Lys 



Ser Val Thr Phe 
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50 55 60 

Val Ser Asn Cys Gly Ser His Pro Ser Thr Thr Ser Lys Gly Ser Pro 
65 70 75 80 

lie Asn Thr Gin Tyr Val Phe 
85 



<210> 95 
<211> 1430 
<212> DNA 

<213> Candida albicans 
<400> 95 

tcgggatggt gggttgttct gtacccccgc 
gttttcgtct tttctttcaa tgtattgata 
atagcctttc ttgtatatcc ctctaacaat 
ctagaagtga ctcggttctc ttaggaaatt 
taacaattat gagatacttc actagcccac 
tgcttcgaat gacaacgcct ttttgatata 
caactcttac ccgccccact gtgctgatat 
gtattgaaaa atattgaatg aaaaattact 
tccgcataag agcattcatc atggatagta 
aaaagaacaa aagtaatgat gctgcagttc 
tcgtccccac tgaaaagtta ctgagagaaa 
aaaaatccac taatgtagag atcagcaaac 
acgcaattaa taaaaataag cgttccaggc 
caggcaatgc agaggacaag acaactgtag 
cctcctccca gtcagatgcc atgaaacaag 
gtaagaacga tggtgtggat acagctatat 
aagcactcta cgacgttttg gccaaggaaa 
ctgcaaaggc catagaaagt gaaatgaata 
cttacaaagc caggtatcgt ataatttatt 
tcaaacataa aattgccaac ggtgatataa 
a99^tctggc accagcgccc ttaaagcaaa 
acaacgcaca gggtgccacc atagaaaggt 
gtaaagagaa gaaggtatct tactatcaat 
ccactttctg tacatgtgaa gcatgtggta 



attcacaccg ctctgcctat tcattttatc 60 
attaacgtgt ctatgtgatg ctattggtat 12 0 
tattacaagt gtttctgttt aaagcaagtg 18 0 
ctaaacgcaa gatttctctt atggtgattg 240 
cttaacttta cggaccttct tttgaaacga 300 
taatatccaa tttcattata gggaaatttt 360 
gaccaagtga tcactcgatg atgggactac 420 
caagcagcag aacattcaca gtgtagtcag 480 
aggaagtact ggtacatgtt aagaatctag 54 0 
tagaaatctt acatgtcttg gataaagaat 600 
caaaagttgg tgtggaagtc aacaagttta 660 
tcgtgaagaa aatgattagc tcttggaaag 720 
aagcacagca gcatcatcaa gatcatgcgc 780 
gtgagtccgt gaatggtgtt caacagccgg 840 
acaagtacgt cagcactaaa ccaagaaata 900 
accaccacaa attacgtgat caggtactaa 960 
gtgagcatcc acctcaafcct attttgcata 1020 
aagttaacaa ctgtgacacc aacgaagccg 1080 
caaacgtcat atcaaagaat aacccagatc 1140 
cacctgaatt cttagctaca tgcgatgcca 1200 
agatagaaga aattgccaag caaaacttat 12 6 0 
cagtcaccga tagatttaca tgtggtaaat 132 0 
tgcaaacaag atctgcggat gaaccattga 13 80 
acagatggaa attctcttag 143 0 



<210> 96 
<211> 309 
<212> PRT 

<213> Candida albicans 



<400> 96 

Met Asp Ser Lys Glu Val Leu Val 
1 5 

Lys Ser Asn Asp Ala Ala Val Leu 
20 

Glu Phe Val Pro Thr Glu Lys Leu 

35 40 



His Val Lys Asn Leu Glu Lys Asn 
10 15 

Glu lie Leu His Val Leu Asp Lys 
25 30 

Leu Arg Glu Thr Lys Val Gly Val 
45 
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Glu Val Asn Lys Phe Lys Lys Ser Thr Asn Val Glu lie Ser Lys Leu 
50 55 60 

Val Lys Lys Met lie Ser Ser Trp Lys Asp Ala lie Asn Lys Asn Lys 
65 70 75 80 

Arg Ser Arg Gin Ala Gin Gin His His Gin Asp His Ala Pro Gly Asn 
85 90 95 

Ala Glu Asp Lys Thr Thr Val Gly Glu Ser Val Asn Gly Val Gin Gin 
100 105 110 

Pro Ala Ser Ser Gin Ser Asp Ala Met Lys Gin Asp Lys Tyr Val Ser 
115 120 125 

Thr Lys Pro Arg Asn Ser Lys Asn Asp Gly Val Asp Thr Ala lie Tyr 
130 135 140 

His His Lys Leu Arg Asp Gin Val Leu Lys Ala Leu Tyr Asp Val Leu 
145 150 155 160 

Ala Lys Glu Ser Glu His Pro Pro Gin Ser lie Leu His Thr Ala Lys 
165 170 175 

Ala lie Glu Ser Glu Met Asn Lys Val Asn Asn Cys Asp Thr Asn Glu 
180 185 190 

Ala Ala Tyr Lys Ala Arg Tyr Arg He He Tyr Ser Asn Val He Ser 
195 200 205 

Lys Asn Asn Pro Asp Leu Lys His Lys He Ala Asn Gly Asp He Thr 
210 215 220 

Pro Glu Phe Leu Ala Thr Cys Asp Ala Lys Asp Leu Ala Pro Ala Pro 
225 230 235 240 

Leu Lys Gin Lys He Glu Glu He Ala Lys Gin Asn Leu Tyr Asn Ala 
245 250 255 

Gin Gly Ala Thr. He Glu Arg Ser Val Thr Asp Arg Phe Thr Cys Gly 
260 265 270 

Lys Cys Lys Glu Lys Lys Val Ser Tyr Tyr Gin Leu Gin Thr Arg Ser 
275 280 285 

Ala Asp Glu Pro Leu Thr Thr Phe Cys Thr Cys Glu Ala Cys Gly Asn 
290 295 300 

Arg Trp Lys Phe Ser 
305 



<210> 97 

<211> 929 

<212> DNA 

<213> Candida albicans 
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<400> 97 

tgttacgatc 

ggtcagatat 

ttttcaaaag 

gaattgccaa 

ttttgttttt 

ttggacccta 

ggatctgcca 

gaaataatac 

aatacataga 

ctgatttttt 

ggaattctac 

gcagtttcct 

cacaatttgt 

ctcataccaa 

tgttgaccac 

ttaccggctg 



aacattcttg 
actttcgcat 
ttgtataata 
aatctcccta 
cctggtcttt 
tgtttatata 
ctggtaactt 
agaagtagat 
gtttttgttg 
cttcagccaa 
ccttacccaa 
tagaagcaga 
ccaagttcaa 
ccttaccgaa 
cggccatacc 
tacaaaaaaa 



tccgtaatca 
gggtcaatac 
ttcaaaaacg 
ggtatattat 
acctcgaata 
tggattttga 
caaaatagac 
gttgaattag 
atgcgcttaa 
cttggagacg 
gatcttaccg 
tttcaagtat 
gactggcttc 
ataacctgga 
tctaccaccg 
atattgtaa 



gcatggtagt 
catggtcaac 
ctaactgata 
cttctggctt 
ggttttcttg 
aaatctttta 
aagacgaaaa 
attaaactga 
gcgatcaatt 
aatctagctt 
taaccggctg 
tggtctctct 
cagaaatgag 
tggtatttat 
gggtgctttc 



taaacccatt 
ccaaccagtt 
atttgggtga 
ccagatgtta 
ttttgttatt 
aaaaagcgat 
aacggtgaaa 
agatatataa 
caacaacacc 
tgacgataac 
ccaaagtgtc 
tgtcttctgg 
cttgttgctt 
ccatgttaat 
tgtgcttacc 



ctgtacatat 
cttctttgcg 
ggtttcgaaa 
actgcagtca 
tgttttcttt 
aaaagcgttg 
atgggtgata 
tttattggaa 
accagcagct 
tggaacattt 
aataactgga 
gatcaatgtc 
gtggaagtat 
tctgtggtga 
gatacgacct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

929 



<210> 98 
<211> 142 
<212> PRT 

<213> Candida albicans 



<400> 98 

Met Arg Leu Ser Asp Gin 
1 5 



Phe Asn Asn Thr 
10 



Thr Ser Ser Ser Asp Phe 
15 



Phe Phe Ser Gin Leu Gly 
20 



Asp Glu Ser Ser Phe Asp 
25 



Asp Asn Trp Asn 
30 



lie Trp Asn Ser Thr Leu 
35 



Thr Gin Asp Leu Thr Val 
40 



Thr Gly Cys Gin 
45 



Ser Val Asn Asn Trp Ser 
50 



Ser Phe Leu Arg Ser Arg" 
55 60 



Phe Gin Val Leu 



Val Ser Leu Val Phe Trp 
65 70 



Asp Gin Cys Pro 



Gin. Phe 
75 



Val Gin Val Gin 
80 



Asp Trp Leu Pro Glu Met 

85 



Ser Leu Leu Leu 
90 



Val Glu Val Ser His Thr 
95 



Asn Leu Thr Glu lie Thr 
100 



Trp Met Val Phe 
105 



lie His Val Asn Ser Val 
110 



Val Met Leu Thr Thr Gly 
115 



His Thr Ser Thr Thr Gly 
120 



Val Leu Ser Val 
125 



Leu Thr Asp Thr Thr Phe 
130 



Thr Gly Cys Thr Lys Lys 
135 140 



lie Leu 



<210> 
<211> 



99 

1461 



103 



<212> DNA 

<213> Candida albicans 



<400> 99 

aacaagctat aatattgtta aatatagttg atcaacagca ttgtaatgat tacaagagac 6 0 
gaggtggaat gaaccttatg aaatgcgtat tatatataaa ctgtaataag agctaagttg 12 0 
aattgaaatc tacgatactt gatgttgaca ttatagcact agttcccagg aaaccctttc 180 
gaaaaacaca gcaaaaacaa gagtactgta accaatgtaa catctgtaca ccagggaccc 240 
acacattacc aaaatcaaaa ttatttttct aatgcctgtt atttttccta tttttcctct 300 
ggcgcgtgaa tagcccgcag agacgcaaac aattttcctc gcagtttttc gcttgtttaa 360 
tgcgtatttt cccagatagg ttcaaacctt tcatctgtat cccgtatatt taagatggcg 42 0 
tttgctttct ccgttgattt ttttccttct tagtgatttt tttgcattaa atcccagaac 480 
aatcatccaa ctaatcaaga atgccttcca gattcactaa gactagaaag cacagaggtc 54 0 
acgtctcagg tatgtagttc catttggaag agggaatgaa agaaccaaga cggtgacttt 600 
ttttttagtg ttgtgcaacc aatatgtcgt gtgtatatca tggtacagga gaatgtcaat 660 
cagctaagtg tactcaacat atttctttgt gttttgattg cgaactttgt attaccatct 72 0 
cactgttgag acggcttatt tgaggtaata gctcgagtaa atgtactctt ccatcgcaaa 78 0 
ctgagcaaaa agaaagtgtg catagccttt gtcatacttc tcctttatta taccatgata 84 0 
ttcagaacag tcatactgtc tactcatttt acggctata"^a aaggtaactt tcatttagat 900 
tatggaaagc actaattatc gctgtatcaa atggttgtag agagcgcaat tatgaaaaag 960 
agttaccacg tttcttttgt ttcgataaaa tgtccagttg aaaacctgtt ttactaacga 1020 
tttaaaaatt gtatttcatt acaatatttt ttttgtacag ccggtaaagg tcgtatcggt 1080 
aagcacagaa agcaccccgg tggtagaggt atggccggtg gtcaacatca ccacagaatt 114 0 
aacatggata aataccatcc aggttatttc ggtaaggttg gtatgagata cttccacaag 12 0 0 
caacaagctc atttctggaa gccagtcttg aacttggaca aattgtggac attgatccca 1260 
gaagacaaga gagaccaata cttgaaatct gcttctaagg aaactgctcc agttattgac 1320 
actttggcag ccggttacgg taagatcttg ggtaagggta gaattccaaa tgttccagtt 13 80 
atcgtcaaag ctagattcgt ctccaagttg gctgaagaaa aaatcagagc tgctggtggt 1440 
gttgttgaat tgatcgctta a , 1461 



<210> 100 
<211> 149 
<212> PRT 

<213> Candida albicans 



<400> 100 
Met Pro Ser Arg 
1 

Ala Gly Lys Gly 
20 

Gly Met Ala Gly 
35 

His Pro Gly Tyr 
50 

Gin Ala His Phe 
65 

Leu lie Pro Glu 



Glu Thr Ala Pro 
100 



Phe Thr Lys Thr 
5 

Arg lie Gly Lys 



Gly Gin His His 
40 

Phe Gly Lys Val 
55 

Trp Lys Pro Val 
70 

Asp Lys Arg Asp 
85 

Val lie Asp Thr 



Arg Lys His Arg 
10 

His Arg Lys His 
25 

His Arg lie Asn 



Gly Met Arg Tyr 
60 

Leu Asn Leu Asp 
75 

Gin Tyr Leu Lys 
90 

Leu Ala Ala Gly 
105 



Gly His Val Ser 
15 

Pro Gly Gly Arg 
• 30 

Met Asp Lys Tyr 
45 

Phe His Lys Gin 



Lys Leu Trp Thr 
80 

Ser Ala Ser Lys 
95 

Tyr Gly Lys lie 
110 



104 



Leu Gly Lys Gly Arg lie Pro Asn Val Pro Val lie Val Lys Ala Arg 

115 120 125 

Phe Val Ser Lys Leu Ala Glu Glu Lys lie Arg Ala Ala Gly Gly Val 
130 135 140 

Val Glu Leu lie Ala 
145 



<210> 101 
<211> 1880 
<212> DNA 

<213> Candida albicans 



<400> 101 

ttttggtact 

ggagtttggc 

tgaactaatt 

cttctaggta 

atctcaatat 

tagtcctttt 

cgctccgaag 

gtggaatacg 

cgaccgctaa 

ctgggctcat 

tgaattcccc 

ctgatgtgga 

tgcgggtgtt 

ttgataggga 

agaagaaaga 

tcatacaaac 

ttgctatcaa 

gaaaagaatt 

cttttccgtt 

ctaaaagttt 

caccttacac 

acaccgtgga 

aagatgatcg 

tctggcaagg 

ggaaggaatt 

atgaggaatg 

gcgcaaaaaa 

atggtaatca 

tggaggacct 

atatggctgg 

cctctaagcc 

aggatgattg 



tgaatttctc 
tattgctacc 
tagtatctat 
attggaaatc 
gtcccgatag 
gaaagcaata 
cgtaacctag 
atctgttata 
tttaacaaat 
tcaacctggg 
aaaacctacg 
agagaagctg 
gatgtttata 
aaataactat 
agagctgcta 
taacccaatg 
tggtagatgt 
ttttaaacca 
caaaatttcc 
agataaacta 
tgccggcgga 
cttcaaattg 
gaacaggtgg 
cggagctgat 
tgaaatatta 
gcaaaatttg 
ccaagagact 
tacatcggtg 
cgaggaaatt 
tggtagtggg 
agtccattca 
gtcggattag 



gtttctacta 
cttggtctta 
ttccatttca 
ttcttcttta 
gccaattttg 
tcataaaata 
tataataaat 
tctaaactaa 
atggttttag 
aatgtcacgc 
aaaacattcc 
cttgcgcatg 
gtgataaatc 
tatctggtta 
gagactcttc 
acaaaattac 
ctcacacaat 
tacttcgatt 
atgaaacata 
ccacatcttt 
aaagattcat 
attttagata 
tattacaatt 
gtcaattcac 
gaaagaacat 
aagaacctag 
ggggcgtggg 
gtccagaaag 
gttggtgata 
agaccactac 
cagcccccaa 



gctggattgc 
gcaccacttt 
ttataattca 
ggcatagcgt 
ccaccagata 
tatatagttc 
agttcattgc 
agctaactaa 
caatggaaag 
aagacttgaa 
ctggttccca 
attactacgt 
ctgtgacggg 
atggatttag 
aagatggcac 
aagagttgcg 
caccaacaag 
taagagcagc 
tggatttcag 
ctgatggtct 
tgttattaaa 
tcccaatggt 
atgacgttaa 
gtttaaaaca 
acagaaaatt 
aacagccatt 
aaatgttaag 
ttttggagag 
ttaaaaggtg 
cgtctcaaag 
gtaatgataa 



ttgtcctttt 
tttccgctat 
cgtttttagc 
gaccagctga 
gttcgatggc 
tccatgatgt 
agaaaataac 
cggaataagc 
tagagtggca 
gatgatggtc 
gcctgtgtcc 
ttgtgagaaa 
tgagcaagga 
gtttcccaga 
cttattagat 
ttatttaatg 
ttctagacta 
gtaccctaat 
ttaccaatta 
gatatttact 
atggaagcca 
ggaggatcct 
gccagttttc 
tttcgaccag 
tgcagagttg 
aaatggtaga 
attcagggat 
tatcaacgat 
ctgggacgag 
tcaaaatgcg 
ggagccaaaa 



acaattcctg 
ttgtatttgt 
agcctctctt 
aaggcagatg 
attttatttt 
tcgggtcagt 
gaaagaaatg 
aaatacgaat 
ccggaaattc 
tgtaaattat 
tttcagcatt 
acagatggtc 
tgctttatga 
ttaccccaaa 
ggtgaacttg 
ttcgattgtc 
gcccaccttg 
cgttgtacta 
gtaaaagttg 
cctgtgaagg 
gaacaagaaa 
tctttgccta 
agcttatatg 
cctttcgata 
agcgtttcag 
atagtagagt 
gataagttaa 
tcagtttcat 
agaagagcaa 
acattatcta 
tatgtagacg 



60 

12 0 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1880 



<210> 102 

<211> 459 
<212> PRT 

<213> Candida albicans 



105 



<400> 102 

Met Val Leu Ala Met Glu Ser Arg Val Ala Pro Glu lie Pro Gly Leu 
15 10 15 

lie Gin Pro Gly Asn Val Thr Gin Asp Leu Lys Met Met Val Cys Lys 
20 25 30 

Leu Leu Asn Ser Pro Lys Pro Thr Lys Thr Phe Pro Gly Ser Gin Pro 
35 40 45 

Val Ser Phe Gin His Ser Asp Val Glu Glu Lys Leu Leu Ala His Asp 
50 55 60 

Tyr Tyr Val Cys Glu Lys Thr Asp Gly Leu Arg Val Leu Met Phe lie 
65 70 75 80 

Val lie Asn Pro Val Thr Gly Glu Gin Gly Cys Phe Met lie Asp Arg 
85 90 95 

Glu Asn Asn Tyr Tyr Leu Val Asn Gly Phe Arg Phe Pro Arg Leu Pro 
100 105 110 

Gin Lys Lys Lys Glu Glu Leu Leu Glu Thr Leu Gin Asp Gly Thr Leu 
115 120 125 

Leu Asp Gly Glu Leu Val lie Gin Thr Asn Pro Met Thr Lys Leu Gin 
130 135 140 

Glu Leu Arg Tyr Leu Met Phe Asp Cys Leu Ala He Asn Gly Arg Cys 
145 150 155 160 

Leu Thr Gin Ser Pro Thr Ser Ser Arg Leu Ala His Leu Gly Lys Glu 
165 170 175 

Phe Phe Lys Pro Tyr Phe Asp Leu Arg Ala Ala Tyr Pro Asn Arg Cys 
180 185 190 

Thr Thr Phe Pro Phe Lys He Ser Met Lys His Met Asp Phe Ser Tyr 
195 200 205 

Gin Leu Val Lys Val Ala Lys Ser Leu Asp Lys Leu Pro His Leu Ser 
210 215 220 

Asp Gly Leu He Phe Thr Pro Val Lys Ala Pro Tyr Thr Ala Gly Gly 
225 230 235 240 

Lys Asp Ser Leu Leu Leu Lys Trp Lys Pro Glu Gin Glu Asn Thr Val 

245 250 255 

Asp Phe Lys Leu He Leu Asp He Pro Met Val Glu Asp Pro Ser Leu 
260 265 270 

Pro Lys Asp Asp Arg Asn Arg Trp Tyr Tyr Asn Tyr Asp Val Lys. Pro 
275 280 285 



Val Phe Ser Leu Tyr Val Trp Gin Gly Gly Ala Asp Val Asn Ser Arg 
290 295 300 



106 



Leu Lys His Phe 
305 

Glu Arg Thr Tyr 



Trp Gin Asn Leu 
340 

Glu Cys Ala Lys 
355 

Arg Asp Asp Lys 
370 

Leu Glu Ser lie 
385 

Val Gly Asp lie 



Gly Gly Ser Gly 
42 0 

Ser Thr Ser Lys 

435 

Pro Lys Tyr Val 
450 



Asp Gin Pro Phe 
310 

Arg Lys Phe Ala 
325 

Lys Asn Leu Glu 



Asn Gin Glu Thr 
360 

Leu Asn Gly Asn 

375 

Asn Asp Ser Val 
390 

Lys Arg Cys Trp 
405 

Arg Pro Leu Pro 



Pro Val His Ser 

440 

Asp Glu Asp Asp 
455 



Asp Arg Lys Glu 
315 

Glu Leu Ser Val 
330 

Gin Pro Leu Asn 
345 

Gly Ala Trp Glu 



His Thr Ser Val 

380 

Ser Leu Glu Asp 
395 

Asp Glu Arg Arg 
410 

Ser Gin Ser Gin 
425 

Gin Pro Pro Ser 



Trp Ser Asp 



Phe Glu lie Leu 

320 

Ser Asp Glu Glu 
335 

Gly Arg lie Val 
350 

Met Leu Arg Phe 
365 

Val Gin Lys Val 



Leu Glu Glu lie 
400 

Ala Asn Met Ala 
415 

Asn Ala Thr Leu 
430 

Asn Asp Lys Glu 
445 



<210> 103 

<211> 1076 

<212> DNA 

<213> Candida albicans 



<400> 103 

caatattata 

caaaaagaaa 

gaaaaaattg 

tttccagaaa 

attttgtcat 

caacatcctc 

gaggtcagag 

acactcaatt 

cccgtaccag 

aaggtgtcac 

tgaccaagaa 

aggttgctgt 

tggttgacaa 

acgcgcattt 

tcagaaactt 

tcgaattttc 

tttcccaaaa 

aatttttgga 



gttactacct 
ggtttgtaaa 
tactgatgct 
tgtttgggtt 
ttcatttttc 
ccatcatccc 
gcaatgtggc 
caattttttg 
aagttcaatc 
tgtcagcatc 
cttgaagcac 
tcacaacggt 
catgatcact 
cccaatcaac 
tttgggtgac 
caccaacgtt 
cgctgctgac 
cggtatctac 



atttgattat 
agagcattgg 
aattttggtg 
tattttttaa 
tgtggaaaat 
aatattggca 
agagacgctg 
atattaaatt 
atgaaataca 
aagtccagaa 
attgatgtta 
ggcagaaagc 
ggtgtcacca 
gtcaacattg 
aagaagatca 
aaggacgaaa 
ttgcaacaaa 
gtttctcaca 



taagatcaaa 
gcagagagta 
tcgttcttct 
ttttttgaaa 
ttcactgacg 
tacacacaca 
gcgcgcctgt 
agtgtgtaaa 
tccaaactga 
tcgtcaaggt 
ccttcaccaa 
acgttgctgc 
agggttacaa 
ttgaaaagga 
gaaacgttcc 
ttgtcttgtc 
tctgtcgtgt 
agggttttat 



agtaatcctt 
tttgtcctgc 
tttttatttt 
catttttttc 
cgaagaagcg 
tgcagcacag 
attgtataat 
aagcttctga 
acaacaaatc 
tgttggtcca 
ggtcaacaac 
tttgagaacc 
gtacaagatg 
tggtgccaaa 
agttagagat 
aggtaactct 
cagaaacaag 
tactgaagat 



catctcatat 
gtatagagga 
gtaagactgt 
atcctttctc 
atgaaatttc 
cggaactgcg 
agtatatttt 
aatcaagaag 
gaagtcccag 
agaggtactt 
caattgatca 
gtcaagtctt 
agatacgtct 
ttcattgaag 
ggtgttacta 
gtcgaagacg 
gatatccgta 
ttataa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1076 
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<210> 104 
<211> 191 
<212> PRT 

<213> Candida albicans 
<400> 104 

Met Lys Tyr He Gin Thr Glu Gin Gin He Glu Val Pro Glu Gly Val 
15 10 15 

Thr Val Ser He Lys Ser Arg He Val Lys Val Val Gly Pro Arg Gly 
20 25 30 

Thr Leu Thr Lys Asn Leu Lys His He Asp Val Thr Phe Thr Lys Val 
35 40 45 

Asn Asn Gin Leu He Lys Val Ala Val His Asn Gly Gly Arg Lys His 
50 55 60 

Val Ala Ala Leu Arg Thr Val Lys Ser Leu Val Asp Asn Met He Thr 
65 70 75 80 

Gly Val Thr Lys Gly Tyr Lys Tyr Lys Met Arg Tyr Val Tyr Ala His 
85 90 95 

Phe Pro He Asn Val Asn He Val Glu Lys Asp Gly Ala Lys Phe He 
100 105 110 

Glu Val Arg Asn Phe Leu Gly Asp Lys Lys He Arg Asn Val Pro Val 
115 120 125 

Arg Asp Gly Val Thr He Glu Phe Ser Thr Asn Val Lys Asp Glu He 
130 135 140 

Val Leu Ser Gly Asn Ser Val Glu Asp Val Ser Gin Asn Ala Ala Asp 
145 150 155 160 

Leu Gin Gin He Cys Arg Val Arg Asn Lys Asp He Arg Lys Phe Leu 
165 170 175 

Asp Gly He Tyr Val Ser His Lys Gly Phe He Thr Glu Asp Leu 
180 185 190 



<210> 105 
<211> 1694 
<212> DNA 

<213> Candida albicans 
<400> 105 

aatcaaaacg atcgttatac aattcattga 
cgatcatttc cggatcatca tatcttcttt 
cagggaagtc atatgggatg gtgcttccta 
aaaactcgga ataccttttg taaaggcgct 
acttggggtt gattttaaca tcgtccacct 



ggaacctctc tagtccgatc cgtctttcat 60 
gccacctcct gtccaataca ccgggctttt 120 
catctctctc caatcgtgtc ttcagtttcc 180 
tgtttggtgt actaacaccg tataaaacat 240 
tgattcttaa cttttcactc attttcccta 300 
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cagaattagc 
ttgttggcta 
gaaggaaaaa 
gttaatcaag 
ctcatgacgc 
gtgacggtta 
agtcatattc 
ttgagagaga 
tcttctatcg 
ttctagactc 
acagactact 
agtttcaccc 
aattacaagg 
tctctgaacg 
tatctacatt 
attccatcag 
caaattcatt 
tatccgtacc 
tcatgagtct 
aattgagatt 
atgatattga 
aacctggtgt 
atttaaatga 
ctggcggtaa 



tgccatcaat 
attaattgat 
ttaggcgata 
tattggaaaa 
tgatattttc 
cttaaaggtg 
tcactttgtc 
tgcatttgaa 
tatcactaga 
agacatgaaa 
ttcccatagg 
gtttgcagat 
cactgtcgaa 
aggactaatt 
acgcccgttg 
atcggtgaaa 
tggttgcatc 
aacccatagc 
atcgtttaat 
ttgggatgta 
aattgaagag 
ctttgacgtg 
aagtttatgc 
ataa 



atcaattatc 
acaaatcttt 
ttaaaacaaa 
atgtccaaag 
tcggtttctg 
tgggataata 
cataagtccg 
ttatgccttg 
gaagatgaga 
aagcattcct 
ctggttgcta 
gagtcaaatt 
tcgcctatga 
gccacaggtt 
tacaattttg 
ttttctcctc 
actctatatg 
tcgcaggcaa 
gattctggtg 
aaaacaaagg 
gatatcttag 
aagtttttga 
tgtgtttgtt 



aacccttata 
aggcgaaaaa 
tctaaaataa 
tgtttattgc 
cttgcaattc 
agctgttaga 
gattgcacca 
ttgctaccac 
ctaaaaaagt 
tttgggcatt 
cagacgtcaa 
ctttaacact 
ctccaagtca 
ttaataatgg 
aatctcagca 
aaggatcctt 
aaactgaatt 
gtctgggtga 
aaacattatg 
aaagaatcac 
ctgttgatga 
aaaaaggttg 
tagatagaag 



tgactttatt 
taaaaaaaat 
agacaagaaa 
cacagcaaat 
atttacggta 
taatgaaaat 
tgtcgatgtc 
ttcattttct 
tatattcgag 
aaaatggggt 
agggaccact 
aaattggagc 
atttgccact 
aacagtacaa 
ttctatgatt 
attagccatt 
tggtgaaaga 
atttgcacat 
cagtgccgga 
tacattgaat 
acatggagat 
gagatctggt 
catcaggtgg 



gtttttgttt 
ataaagtaaa 
cgaaaaagag 
gcaggtaaag 
agttgttcag 
ccaaaagata 
ttgcaagcta 
ggcgatttac 
aaattggatc 
gcctcaaatg 
tacatttgga 
cccacgttag 
tctgtggata 
atttcagaac 
aataattcga 
gctcacgatt 
ataggctcct 
tctagctggg 
tgggatggta 
atgcattgtg 
tctttagctg 
atgggagctg 
tttagagaag 



360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1694 



<210> 106 

<211> 397 
<212> PRT 

<213> Candida albicans 
<400> 106 

Met Ser Lys Val Phe lie Ala Thr Ala Asn Ala Gly Lys Ala His Asp 
15 10 15 

Ala Asp lie Phe Ser Val Ser Ala Cys Asn Ser Phe Thr Val Ser Cys 
20 25 30 

Ser Gly Asp Gly Tyr Leu Lys Val Trp Asp Asn Lys Leu Leu Asp Asn 
35 40 45 

Glu Asn Pro Lys Asp Lys Ser Tyr Ser His Phe Val His Lys Ser Gly 
50 55 60 

Leu His His Val Asp Val Leu Gin Ala He Glu Arg Asp Ala Phe Glu 
65 70 75 80 

Leu Cys Leu Val Ala Thr Thr Ser Phe Ser Gly Asp Leu Leu Phe Tyr 
85 90 95 

Arg He Thr Arg Glu Asp Glu Thr Lys Lys Val He Phe Glu Lys Leu 
100 105 110 

Asp Leu Leu Asp Ser Asp Met Lys Lys His Ser Phe Trp Ala Leu Lys 
115 120 125 



Trp Gly Ala Ser Asn Asp Arg Leu Leu Ser His Arg Leu Val Ala Thr 



::l 13 Q 3 flO 3. 9 . E: i6 O J. 
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130 135 140 

Asp Val Lys Gly Thr Thr Tyr lie Trp Lys Phe His Pro Phe Ala Asp 
145 150 155 160 

Glu Ser Asn Ser Leu Thr Leu Asn Trp Ser Pro Thr Leu Glu Leu Gin 
165 170 175 

Gly Thr Val Glu Ser Pro Met Thr Pro Ser Gin Phe Ala Thr Ser Val 
180 185 190 

Asp lie Ser Glu Arg Gly Leu lie Ala Thr Gly Phe Asn Asn Gly Thr 
195 200 205 

Val Gin lie Ser Glu Leu Ser Thr Leu Arg Pro Leu Tyr Asn Phe Glu 
210 215 220 

Ser Gin His Ser Met lie Asn Asn Ser Asn Ser lie Arg Ser Val Lys 
225 230 235 240 

Phe Ser Pro Gin Gly Ser Leu Leu Ala lie Ala His Asp Ser Asn Ser 
245 250 255 

Phe Gly Cys lie Thr Leu Tyr Glu Thr Glu Phe Gly Glu Arg lie Gly 
260 265 270 

Ser Leu Ser Val Pro Thr His Ser Ser Gin Ala Ser Leu Gly Glu Phe 
275 280 285 

Ala His Ser Ser Trp Val Met Ser Leu Ser Phe Asn Asp Ser Gly Glu 

290 295 300 

Thr Leu Cys Ser Ala Gly Trp Asp Gly Lys Leu Arg Phe Trp Asp Val 
305 310 315 320 

Lys Thr Lys Glu Arg lie Thr Thr Leu Asn Met His Cys Asp Asp lie 
325 330 335 

Glu lie Glu Glu Asp lie Leu Ala Val Asp Glu His Gly Asp Ser Leu 
340 345 350 

Ala Glu Pro Gly Val Phe Asp Val Lys Phe Leu Lys Lys Gly Trp Arg 
355 360 365 

Ser Gly Met Gly Ala Asp Leu Asn Glu Ser Leu Cys Cys Val Cys Leu 
370 375 380 

Asp Arg Ser lie Arg Trp Phe Arg Glu Ala Gly Gly Lys 
385 390 395 



<210> 107 
<211> 1037 
<212> DNA 

<213> Candida albicans 
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<400> 107 

ctggttccaa ccatatctta tgggaagatc tatcaggaaa ccttagaatc ttagcttcga 60 
tggagggaca atagcggggg cctttgatgg tcgtgtcctg aatatgaatg gattgatgca 120 
agttattgcg caaaaagtcg tgcatttgag gtgtggtatg tgtgccaaag caatccagtt 180 
gcttcgtggg ttcgactgac acggtttcat tcagaaaact catagggaca ggcaacgcat 240 
ctcccttctg gacctccaga gcgctgaaat caatggattc cttggccagc ctagccggag 3 00 
tgcctgtttt caaacgccct aactgaaagc ccacctcatt ttgtagagta ttgctgatcc 360 • 
catatgttgg ctgctcgcca attcttcctg ctgcaatacg cttgtcgccg atgtgaattt 42 0 
ctgcactgag aaacgtacct gtagtgatta tgacctgatc tgccccaacc tgggtaccgt 4 80 
catccagaac cacacctttg atgaccttgt ggccacatcc ggggtcatac aagatcaagt 540 
cagcaacttt gttctgcagc agagacaagt tggggtgtgc tttcttgtcg gaaagttccc 600 
tttgcatgta tttcttatat aactctctgt ctatctgggc tctgggcccc cacacagcag 660 
gacccttgct tctgttcagc attttgaatt gcactccagc gagatcagtt actttgccca 72 0 
tcagcccatc gagagcgtcg atttccttta caaggatgcc cttacccact ccaccaatag 780 
aggggttgca cgaacactta ccaatatctg ttaacgatgg tgtaatgaga gtagtatgcg 84 0 
caccagtcct agatgacgca gctgcagctt cgcagcctgc atgtccagca ccgatgacca. 900 
cgacctgtgt cttggttgtg ggttggaagc ttgtcaaaga agatatggtc aaccgcctcc 960 
tgaggacctg taagggaaat gaagtacacg aagacgccaa ggttgttaca cgcagcatcg 102 0 
ttctttgggg cgtttag 103 7 

<210> 108 

<211> 178 
<212> PRT 

<213> Candida albicans 
<400> 108 

Met Thr Leu Trp Pro His Pro Gly Ser Tyr Lys lie Lys Ser Ala Thr 
15 10 15 

Leu Phe Cys Ser Arg Asp Lys Leu Gly Cys Ala Phe Leu Ser Glu Ser 
20 25 30 

Ser Leu Cys Met Tyr Phe Leu Tyr Asn Ser Leu Ser lie Trp Ala Leu 
35 40 45 

Gly Pro His Thr Ala Gly Pro Leu Leu Leu Phe Ser lie Leu Asn Cys 
50 55 60 

Thr Pro Ala Arg Ser Val Thr Leu Pro lie Ser Pro Ser Arg Ala Ser 
65 70 75 80 

lie Ser Phe Thr Arg Met Pro Leu Pro Thr Pro Pro lie Glu Gly Leu 
85 90 95 

His Glu His Leu Pro lie Ser Val Asn Asp Gly Val Met Arg Val Val 
100 105 110 

Cys Ala Pro Val Leu Asp Asp Ala Ala Ala Ala Ser Gin Pro Ala Cys 
115 120 125 

Pro Ala Pro Met Thr Thr Thr Cys Val Leu Val Val Gly Trp Lys Leu 
130 135 140 



Val Lys Glu Asp Met Val Asn Arg Leu Leu Arg Thr Cys Lys Gly Asn 
145 150 155 160 



111 



Glu Val His Glu Asp Ala Lys Val Val Thr Arg Ser lie Val Leu Trp 
165 170 175 

Gly Val 



<210> 109 
<211> 731 
<212> DNA 

<213> Candida albicans 
<400> 109 

taccatggaa caccggtgat cattctggtc acttggtctg gggcaatacc agtcaacatg 60 
gtggtgaagt caccgtagtt gaaaacggct tcagcaactt caactgggta ggtttccgtt 120 
gggtgggcgg cttggaacat gtagtattga gccaagtgag ctctgatatc agagacgtag 180 
acacctaatt caaccaaatt gactctttcg tcagactgag ctagagtggt ggttgcggaa 240 
gcagtagcag cgatggcagc gacaccagcg gcgattgaag ttaatttgac cattgtattt 3 00 
gttttgtttt ttagtgctgg tataagctta acaggaaaga aagaaataaa gatatattct 3 60 
caaaagcata cagttgaagc agctctattt atacccgttc ctctatcagt catcactact 420 
taaacgattc gttaacagat gctcatttag cacctcacat atcctccata tctcatcttt 480 
cacacaatct cattatcact atggagatgc tcttgtttct gaacgaatca tacatctttc 540 
atagacttcg tatgtggagt attgtattat ggcactcatg tgtattcgta tgcgcagaat 600 
gtgggaatgc caattatagg gtgccgaggt gccttataaa acccttttct gtgcctgtga 660 
catttccttt ttcggtcaaa aagaatatcc gaattttaga tttggaccct cgtacagaag 720 
cttattgtta a '^31 



<210> 110 
<211> 76 
<212> PRT 

<213> Candida albicans 
<400> 110 

Met Glu Met Leu Leu Phe Leu Asn 
1 5 

Arg Met Trp Ser lie Val Leu Trp 
20 

Glu Cys Gly Asn Ala Asn Tyr Arg 
35 40 

Phe Ser Val Pro Val Thr Phe Pro 
50 55 

lie Leu Asp Leu Asp Pro Arg Thr 
65 70 



Glu Ser Tyr lie Phe His Arg Leu 
10 15 

His Ser Cys Val Phe Val Cys Ala 
25 30 

Val Pro Arg Cys Leu lie Lys Pro 
45 

Phe Ser Val Lys Lys Asn lie Arg 
60 

Glu Ala Tyr Cys 
75 



<210> 111 
<211> 1025 
<212> DNA 

<213> Candida albicans 



112 



<400> 111 

tccttacttt 

tttttaattg 

gtgtagccta 

gtcgtataga 

ttttaaacat 

caccgccttc 

gctaggatac 

gaggcattca 

tacaaaaata 

tcgagaaatt 

ccaaggtttt 

tcagaacttt 

caaaggctga 

gaaacttctc 

tcaagtatga 

caggtgctag 

caactaagga 

aataa 



agtctattat 
tgaaggaaca 
atgtttaatg 
catctatata 
ccgtacaacg 
tttttatttt 
caaattgaaa 
tttcgtgtat 
cgcgtccaag 
ggtcttgaac 
agaacaatta 
cggtatcaga 
agaaattttg 
tgctaccggt 
cccatccatc 
agtcactaga 
agacaccgtc 



caatatctct 
attcaagtta 
cctaattttt 
taacaagcac 
agaacccata 
tatccgaaga 
cttggacata 
tataacgttt 
atgtctacta 
atctccgttg 
tctggtcaaa 
agaaacgaaa 
gaaagaggtt 
aacttcggtt 
ggtattttcg 
agaaagagat 
tcttggttca 



tccccctcct 
gaactctttt 
ttctaaaatg 
agaaccgtct 
cattactttt 
tcttttggaa 
actcatcatt 
agcatcagtt 
aagcccaaaa 
gtgaatctgg 
ctccagttca 
aaattgctgt 
tgaaggtcaa 
tcggtattga 
gtatggattt 
gtaagggtac 
agcaaaagta 



aaatatgtac 
gataggaaac 
cagcaacata 
aattggtatt 
tttaatattc 
cccgctctgc 
aaagaagtat 
acccttgaaa 
ccctatgcgt 
tgacagatta 
atccaaggcc 
tcacgttacc 
ggaataccaa 
cgaacacatt 
ctatgtcgtc 
tgttggtaac 
cgacgctgat 



tcttttattt 
attatttcct 
catatgttga 
tttcaggaca 
tttttgtttt 
gaatagcgaa 
actgttaaga 
gcccaacata 
gatttgaaga 
accagagcct 
agatacactg 
gtcagaggtc 
ttgagagaca 
gacttgggta 
atgaacagac 
tcccacaaga 
gtgctcgata 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1025 



<210> 112 
<211> 174 
<212> PRT 

<213> Candida albicans 



<400> 112 

Met Ser Thr Lys Ala Gin 

1 5 



Asn Pro Met Arg 
10 



Asp Leu Lys lie 



Glu Lys 
15 



Leu Val Leu Asn lie Ser 
20 



Val Gly Glu Ser 
25 



Gly Asp Arg Leu Thr Arg 
30 



Ala Ser Lys Val Leu Glu 
35 

Lys Ala Arg Tyr Thr Val 
50 



Gin Leu Ser Gly 
40 

Arg Thr Phe Gly 

55 



Gin Thr Pro Val Gin Ser 
45 

lie Arg Arg Asn Glu Lys 
60 



lie Ala Val His Val Thr 
65 70 



Val Arg Gly Pro 



Lys Ala Glu Glu lie Leu 
75 80 



Glu Arg Gly Leu Lys Val 
85 



Lys Glu Tyr Gin 
90 



Leu Arg Asp Arg 



Asn Phe 
95 



Ser Ala Thr Gly Asn Phe 
100 

Gly lie Lys Tyr Asp Pro 
115 

Val Val Met Asn Arg Pro 
130 



Gly Phe Gly He 
105 

Ser He Gly He 

120 

Gly Ala Arg Val 
135 



Asp Glu His He Asp Leu 
110 

Phe Gly Met Asp Phe Tyr 
125 

Thr Arg Arg Lys Arg Cys 
140 



Lys Gly Thr Val Gly Asn Ser His Lys Thr Thr Lys Glu Asp 
145 150 155 



Thr Val 
160 



113 



Ser Trp Phe Lys Gin Lys Tyr Asp Ala Asp Val Leu Asp Lys 
165 170 



<210> 113 
<211> 1258 
<212> DNA 

<213> Candida albicans 
<400> 113 

agccatgtcg gtcgcactag acttttcttc tcactgtcac ttacctgttt gaaatcatgt 60 
cctttttttt tttgccattc ttatacattt tctttccttc tgaaattaac tgtacaccca 120 
taccctatat acacccatac cctattttta aatataaaaa gtaaacttca ttttgaaaga 180 
ccactctgca tcagcacgcg ggctctggaa ggaagaaatg acgtttcggc ggaataccct 240 
ttcagaaggt ctgctcttgt ggctggttca tgggagacac ccagcggagc tcctcccgag 300 
aaaggcccct tcatctctgc cgattgctga cggaaagcag tagcggaggt ttgagttctc 360 
tacgccgaga gtacactgcc gtaatatcac aatgtttcga ctaacggtta cagtacgtta 42 0 
aattagatac tgcctatgaa ttgacatatt agataatgtc aaattttaca aaaacctaag 4 80 
acaacaggaa ataaacaaag atgggtaaag gtaagccaag aggtttgaac tctgctagaa 54 0 
agctacgtgt ccacagaaga aacaagtatg ttgactattt caaaattaaa aaaaactatc 600 
aaccccctat tgtgatatcg ttttaggtga aggaaatgtt gtgagctctg gagtgataaa 660 
tttatcaagt aacatatcct ggcgcaaatc agtttggaga ggcttaaaat gacacgtcac 720 
agtgataaaa agtaatgaat agtgaacggt cagcttcggc cattcttccc aatctatagt 780 
gtggaaaata aaccttttct tcccaaaata actcagaaag tcacaggagg ccgtttttta 840 
caacggaatc atttttttac taacagtttt tttttattat tatagccgtt gggccgaaaa 900 
caactacaag aagagattgt tgggtactgc cttcaagtct tctccattcg gtggttcttc 960 
tcatgccaag ggtatcgtct tggaaaaatt gggtatcgaa tccaagcaac ctaactctgc 1020 
tatcagaaag tgtgttagag ttcaattaat caagaacggt aagaaggtca ctgctttcgt 1080 
tccaaacgat ggttgtttga actttgtcga cgaaaatgat gaagtcttgc tagcaggttt 114 0 
cggtagaaag ggtaaagcta agggtgatat tccaggtgtt agattcaagg tcgttaaggt 12 00 
ctctggtgtc tccttgttgg ctttgtggaa agaaaagaag gaaaagccaa gatcataa 1258 

<210> 114 
<211> 145 
<212> PRT 

<213> Candida albicans 

<400> 114 

Met Gly Lys Gly Lys Pro Arg Gly Leu Asn Ser Ala Arg Lys Leu Arg 
1 5 10 15 

Val His Arg Arg Asn Asn Arg Trp Ala Glu Asn Asn Tyr Lys Lys Arg 
20 25 30 

Leu Leu Gly Thr Ala Phe Lys Ser Ser Pro Phe Gly Gly Ser Ser His 
35 40 45 

Ala Lys Gly lie Val Leu Glu Lys Leu Gly lie Glu Ser Lys Gin Pro 
50 55 60 

Asn Ser Ala lie Arg Lys Cys Val Arg Val Gin Leu lie Lys Asn Gly 
65 70 75 80 

Lys Lys Val Thr Ala Phe Val Pro Asn Asp Gly Cys Leu Asn Phe Val 
85 90 95 



114 



Asp Glu Asn Asp Glu Val Leu Leu 
100 

Ala Lys Gly Asp lie Pro Gly Val 
115 120 

Gly Val Ser Leu Leu Ala Leu Trp 
130 135 

Ser 
145 



Ala Gly Phe Gly Arg Lys Gly Lys 
105 110 

Arg Phe Lys Val Val Lys Val Ser 
125 

Lys Glu Lys Lys Glu Lys Pro Arg 
140 



<210> lis 
<211> 1733 
<212> DNA 

<213> Candida albicans 

<400> 115 

ggactacttt acagggtaat gaatatttgg 
gtatgtactg tgcatcgtca tgtagcacta 
caccgtctgt ggttgtaaag ttactgacac 
gacactcggt ggagctcgag agttgtatcc 
ggtcgggttg ggctaacagc cgcccaggat 
agttcttggc gaagtaaagt ggcaaaacaa 
agcattagaa caatcttttc tcattgacag 
cttcttgaaa gaaatatcag tattacaatc 
gaccccatta caatatagaa atgttttcca 
tgccatcttt tagtcagccc ctacattcgc 
attatccaga atgtaaaagg aggaaagcaa 
gcgatgcaaa ttgttcagaa cctttgaggt 
cattaagctt gtctaagcgg attccatatg 
taggtgagct aaaggagaac cattacagac 
gaaaccagta ttatgttgaa gatgaagcgg 
aagatctgga ttttagagcc ataggaaaga 
aaatagaatt gaatcataga ggtgatgaat 
ttaaggaatt ctctctagac caagtgtttg 
aaaacataga tgatggctcg agagaaaaat 
atgaggaaga aatttccgaa ggtggcatca 
aaatagacga gtctcacgat gatgttaaca 
agaaagcgaa agaaccacta accaaagaag 
gattgatgca ggaggaaagc agaaaatcag 
aaaggcaaaa gaaagagaag gaagccagat 
agcaaaaaac caagaggtcc cagcaaaaaa 
ctgagattga ggccagcaat aaaaataata 
atgaaagtat aaacagtgat tctgatacga 
taaaaaaaca cgcttcaccc ctattagaag 
acgagtccct aagcagatct cccaagggaa 



gcgtttttcg ctattttagc atgctgtagt 60 
tttcagccgt atttttcttt ttttctttcg 120 
ttttttttct agaaagttcc ggaaaattgc 180 
agttttcttg ttcggcgata ttccgaacca 240 
ggaagaatta agaatttcat agaagccttc 3 00 
atggaagatc tattgcatta catatataaa 360 
gtattctcat tgctctatat atattttctt 420 
ataacaacaa ccaaaagaaa ataactaata 480 
tattcaattc accatgtgtt tttgaacagc .540 
gttattttga ttgcagttct ccagtgagct 600 
taaaagctaa cctaagagct ccaaaaaaaa 660 
atgcacttgc tgaaacacca aatggttata 72 0 
aacttttttc aaagtacgtt aatgagaaat 780 
caacttacca tgttgtccaa gatttttttg 840 
atgaagatgc tctattgaga tctgcattga 900 
aaattgctaa ggatcttttc caagactacg 960 
tgagcatatt gagtaagaag gataaaatct 102 0 
aagatgtttt tgttattggc tgtggagttg 1080 
atgcactttt aaagattggt ttagttaagc 114 0 
acgaaccaaa gatgccaata attgaatcca 12 00 
tgtctgaatc tttgaaggag gaagaagcgg 1260 
accaaataaa aaaatggata gaggaagaaa 1320 
aacaggaaaa agctgccaag gaagatgaag 13 8 0 
tgaaggcaag gaaagaatct ttgataaata 14 4 0 
aattgcaaaa ttccaaatca ttgcctatct 15 0 0 
atagcaattc tggttcagca gaaagtgata 1560 
ctttggattt ctctgtgtct ggtaatacac 1620 
acgttgagga tgaggaagtt gacagataca 1680 
•actctattat tgaggagata taa 1733 



<210> 116 
<211> 410 
<212> PRT 

<213> Candida albicans 



115 



<400> 116 

Met Phe Ser He Phe Asn Ser Pro Cys Val Phe Glu Gin Leu Pro Ser 
15 10 15 

Phe Ser Gin Pro Leu His Ser Arg Tyr Phe Asp Cys Ser Ser Pro Val 
20 25 30 

Ser Tyr Tyr Pro Glu Cys Lys Arg Arg Lys Ala He Lys Ala Asn Leu 
35 40 45 

Arg Ala Pro Lys Lys Ser Asp Ala Asn Cys Ser Glu Pro Leu Arg Tyr 
50 55 60 

Ala Leu Ala Glu Thr Pro Asn Gly Tyr Thr Leu Ser Leu Ser Lys Arg 
65 70 75 80 

He Pro Tyr Glu Leu Phe Ser Lys Tyr Val Asn Glu Lys Leu Gly Glu 
85 90 95 

Leu Lys Glu Asn His Tyr Arg Pro Thr Tyr His Val Val Gin Asp Phe 
100 105 110 

Phe Gly Asn Gin Tyr Tyr Val Glu Asp Glu Ala Asp Glu Asp Ala Leu 
115 120 125 

Leu Arg Ser Ala Leu Lys Asp Leu Asp Phe Arg Ala He Gly Lys Lys 
130 135 140 

He Ala Lys Asp Leu Phe Gin Asp Tyr Glu He Glu Leu Asn His Arg 
145 150 155 160 

Gly Asp Glu Leu Ser He Leu Ser Lys Lys Asp Lys He Phe Lys Glu 
165 170 175 

Phe Ser Leu Asp Gin Val Phe Glu Asp Val Phe Val He Gly Cys Gly 
180 185 190 

Val Glu Asn He Asp Asp Gly Ser Arg Glu Lys Tyr Ala Leu Leu Lys 
195 200 205 

He Gly Leu Val Lys His Glu Glu Glu He Ser Glu Gly Gly He Asn 
210 215 220 

Glu Pro Lys Met Pro He He Glu Ser Lys He Asp Glu Ser His Asp 
225 230 235 240 

Asp Val Asn Met Ser Glu Ser Leu Lys Glu Glu Glu Ala Glu Lys Ala 
245 250 255 

Lys Glu Pro Leu Thr Lys Glu Asp Gin He Lys Lys Trp He Glu Glu 
260 265 270 

Glu Arg Leu Met Gin Glu Glu Ser Arg Lys Ser Glu Gin Glu Lys Ala 
275 280 285 

Ala Lys Glu Asp Glu Glu Arg Gin Lys Lys Glu Lys Glu Ala Arg Leu 
290 295 300 



116 



Lys Ala Arg Lys Glu Ser Leu lie 
305 310 

Gin Gin Lys Lys Leu Gin Asn Ser 
325 

Glu Ala Ser Asn Lys Asn Asn Asn 
340 

Asp Asn Glu Ser lie Asn Ser Asp 
355 360 

Val Ser Gly Asn Thr Leu Lys Lys 
370 375 

Val Glu Asp Glu Glu Val Asp Arg 
385 390 

Pro Lys Gly Asn Ser lie lie Glu 
405 



Asn Lys Gin Lys Thr Lys Arg Ser 

315 320 

Lys Ser Leu Pro lie Ser Glu lie 
330 335 

Ser Asn Ser Gly Ser Ala Glu Ser 
345 350 

Ser Asp Thr Thr Leu Asp Phe Ser 
365 

His Ala Ser Pro Leu Leu Glu Asp 
380 

Tyr Asn Glu Ser Leu Ser Arg Ser 
395 400 

Glu lie 
410 



<210> 117 
<211> 890 
<212> DNA 

<213> Candida albicans 
<400> 117 

caaaaaagtt ttcggatgaa ccggattaat 
aaaataagcg tgaaaacaat cataaaccac 
ccatacatac attttgataa agatataatg 
tcggtttgct ctatagattt catcagccgc 
taaaagggat aagaagccta catcacccca 
agagaagaat tacgggatac tgggataaca 
cttcttcata taaattgaac tgccaaatct 
tgtgttactg aaggatcaga atcaataaat 
ttcaaacaaa gtttactgaa atgaagttag 
ttgtgagaac tccaaagttt agatatatta 
cgaccgcata catgaggaga ggctatacgg 
gcgtagacac aactaaggcg tctgttatgg 
gtaagagttt acaagagatg atggatgatg 
atcatgtaag ggaatttgta cttggttccc 
catttaatca tagtacgaca aacggggaag 



acaagtaaaa tcagcaaaga tatagaagac 60 
.tcacaacggg ggttttcagc tgttactcct 120 
ttatatttct tttcgtaatt ttgttttact 180 
accgaaaagg gagatcaata aggtaccctt 240 
ataaatggag taatggccag cattggatga 3 00 
ctgttaaaaa atgcttcgcg acgtgagggt 360 
ctttcacatt atccaggata gtttggaatg 420 
acaatcaata caaatattta gcgcataaaa 480 
attcaggaat atactcagag gcacaaagag 54 0 
tgttagggct ggtgggcgct gctgtggtac 600 
ttcctgcaca tagcttagac aacatcaacg 660 
gtacagaaca gagagcagct atgacgaagg 72 0 
atgaagtaac gtatttgatg ttcctcttca 780 
tgcatttatg ttctttgcat tttgttttcg 840 
gggattgtga ttttacataa 890 



<210> 118 
<211> 129 
<212> PRT 

<213> Candida albicans 
<400> 118 

Met Lys Leu Asp Ser Gly He Tyr Ser Glu Ala Gin Arg Val Val Arg 
15 10 15 



Thr Pro Lys Phe Arg Tyr He Met Leu Gly Leu Val Gly Ala Ala Val 
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20 25 30 

Val Pro Thr Ala Tyr Met Arg Arg Gly Tyr Thr Val Pro Ala His Ser 
35 40 45 

Leu Asp Asn He Asn Gly Val Asp Thr Thr Lys Ala Ser Val Met Gly 
50 55 60 

Thr Glu Gin Arg Ala Ala Met Thr Lys Gly Lys Ser Leu Gin Glu Met 
65 70 75 80 

Met Asp Asp Asp Glu Val Thr Tyr Leu Met Phe Leu Phe Asn His Val 
85 90 95 

Arg Glu Phe Val Leu Gly Ser Leu His Leu Cys Ser Leu His Phe Val 
100 105 110 

Phe Ala Phe Asn His Ser Thr Thr Asn Gly Glu Gly Asp Cys Asp Phe 
115 120 125 

Thr 



<210> 119 
<211> 1418 

<212> DNA 

<213> Candida albicans 
<400> 119 

aatctttgcg attgaattgc tgcacgaaca 
caatatctgg aatatcagaa tttagcaagg 
tgccattctg tttgttcaga gtaaaatcca 
taagtatatt gacttgaaat aagtctctgt 
tggatattat gggtgaaacg tgtgacctta 
tgtcttcatc ctgtatggta gcggtagaca 
aggtttctta ctcacaatgc caaaataaat 
taatggaaaa agataaaaat aaggaccgtc 
ctaaagtaaa gaagtgtaag atggttgagg 
atacaccgcc tagtgctact ttgcagagga 
aatgtcaaag tcaactagac atcgtgattg 
attctgcgct agggaagatg tacagtatta 
tcaacagcgg aatcaacatc atattcaaca 
ggaaagtggt tttattgcca caggaatcca 
aaggacaata ccatagtata gaacattatg 
aaggtcccaa agatgctaac aaatttcatg 
ttcacgatgg acataaaata ttgttgagcg 
tttgtggaat tacgtgcgat gagctcttgc 
cttatgatac acgatgcagg cacgtacatc 
ccgtagaact agttccctta agggacgtgt 
aatgtttagt tgtgagtaga gaaaccgtca 
ttgaaaaagg catgagccca ttggcagtac 
aagacggctg gagcgagaag ttaagcagca 
cttcgccaac gtgcactcca caaaaccctt 



ttaacattag ttcttttgct aaagtttctc 60 
caatcaaagc ggataaagca gggattagcc 12 0 
caacattttt acaaattatg ttgcggccaa 180 
gcgattcctg taagttgtcc attgttaaat 240 
tcatttccca gttttctctc tgaaatttaa 300 
tgctggtttg tagccttttt attccttttt 360 
atcagtgtaa tataattttt caagagtacg 42 0 
ataaaaagag acgtgattaa acctaaaaat 4 80 
aaaattccag agttttgatt gttcttcctt 540 
ttatagggca aactattccg ttcttaagag 600 
tacctgaatt caaaacctca ttccagttgg 660 
ccagggatgt ccttttgggc tatggaatga 72 0 
atattcattt cgtcgagagt aatttgcaat 780 
cttttgaaac ttggaagcta gagttgggac 84 0 
cattacacga taatataatg gaagagatag 900 
tcaccgcatt gggcggaaeg ttcgaccaca 960 
tctctacatt catcacgtca caaaggttaa 102 0 
aaaacaagaa atacaaagag ttgattgaac 1080 
aattcatcaa gttgttaaaa ccggatctct 1140 
gcggccccac agggaaagta cccgagatag 12 0 0 
gtggggcaga gactgtgaat aagactagga 12 60 
atgtggttaa tgtacttgga ggaagggagg 13 2 0 
cggaaatcag acgcctactt aagtcctctg 1380 
gcgtataa 1418 
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<210> 120 
<211> 305 
<212> PRT 

<213> Candida albicans 
<400> 120 

Met Val Glu Glu Asn Ser Arg Val Leu He Val Leu Pro Tyr Thr Pro 
1 5 10 15 

Pro ser Ala Thr Leu Gin Arg He He Gly Gin Thr He Pro Phe Leu 
20 25 30 

Arg Glu Cys Gin Ser Gin Leu Asp He Val He Val Pro Glu Phe Lys 
35 40 45 

Thr Ser Phe Gin Leu Asp Ser Ala Leu Gly Lys Met Tyr Ser lie Thr 
50 55 60 

Arg Asp Val Leu Leu Gly Tyr Gly Met He Asn Ser Gly He Asn He 
65 70 75 80 

He Phe Asn Asn He His Phe Val Glu Ser Asn Leu Gin Trp Lys Val 
85 90 95 

Val Leu Leu Pro Gin Glu Ser Thr Phe Glu Thr Trp Lys Leu Glu Leu 
100 105 HO 

Gly Gin Gly Gin Tyr His Ser He Glu His Tyr Ala Leu His Asp Asn 

115 120 125 

He Met Glu Glu He Glu Gly Pro Lys Asp Ala Asn Lys Phe His Val 
130 135 140 

Thr Ala Leu Gly Gly Thr Phe Asp His He His Asp Gly His Lys He 
145 150 155 160 

Leu Leu Ser Val Ser Thr Phe He Thr Ser Gin Arg Leu He Cys Gly 
165 170 175 

He Thr Cys Asp Glu Leu Leu Gin Asn Lys Lys Tyr Lys Glu Leu He 
180 185 190 

Glu Pro Tyr Asp Thr Arg Cys Arg His Val His Gin Phe He Lys Leu 
195 200 205 

Leu Lys Pro Asp Leu Ser Val Glu Leu Val Pro Leu Arg Asp Val Cys 
210 215 220 

Gly Pro Thr Gly Lys Val Pro Glu He Glu Cys Leu Val Val Ser Arg 
225 230 235 240 

Glu Thr val Ser Gly Ala Glu Thr Val Asn Lys Thr Arg He Glu Lys 
245 250 255 

Gly Met Ser Pro Leu Ala Val His Val Val Asn Val Leu Gly Gly Arg 
260 265 270 
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Glu Glu Asp Gly Trp Ser Glu Lys Leu Ser Ser Thr Glu lie Arg Arg 
.275 280 285 

Leu Leu Lys Ser Ser Ala Ser Pro Thr Cys Thr Pro Gin Asn Pro Cys 
290 - 295 300 

Val 
305 



<210> 121 
<211> 1433 
<212> DNA 

<213> Candida albicans 



<400> 121 

agagagccat ccgtaactct gctaaggaag 
ccacgattga cgaacaagtt ggtttgatcg 
ccaccgccga taagatcaag gccaatgctg 
caaagactat tgtcga'ttct ggcaaactac 
taccgtaaga aatggaatag aatatatacg 
cttttatttc tataatgaat aggttcgggt 
atgagagaag agggaataat gagaaaggcg 
aaaggtgtcc ttatttactt acaatagctg 
aaaactgaaa ggatagatca atgtcttaca 
caatgtcatc atcgcaagga ccatactctg 
aatccacttc tggcatctta aagcaatgga 
ttgaggggct cactgacaat gcagttgttt 
caagattttt cattgtggcc accttttatg 
cagatcaaat tttttatctg aataagtgga 
ttctagtggt tgttaccgtt tccatgttga 
aaaccaatta tgccaccggt gtgttatgtg 
ggttgtttac gggttcatca tttgtcctaa 
ttgcattcag cgattcaatt gttcaaaaca 
acagcaaaaa cgacaaagcg aagggttacc 
taatgtttat cgctttcact ttcagtaaat 
gcacaatatg tttcgccatt ggttacaaga 
tactaacttt ttacaatatc acgctaaaca 
atttcttgaa gtatgagttt taccagaact 
ctaatactgg cgctggtgaa ttatccgttg 



ctgactactt tggtgatgct gacaaggcca 60 
ttgacagttt gaatgacgaa gagttagtgt 12 0 
ctggtgccaa ggaagttttg aaggaatctg 180 
catccagctt gttgtcctac ttcgtgtgaa 240 
aatgtatacg aatattatag agaacgttct 300 
aacggttccc tttttaggta tttctagaag 360 
aaaaataaag gacaccttta acgaaagatc 420 
caattagtac gactcaaaaa aagtgaaaac 480 
gaggacctat tggaaatttt ggcggtatgc 54 0 
gcggtgcaca attcagatca aaccagaacc 600 
agcattcttt tgaaaagttt gcctccagaa 660 
ataaattgaa gccttacatt ccaagtttgt 72 0 
aagattcgtt taggatctta tcacaatggt 780 
agcattaccc atacttcttt gtcgttgtgt 840 
ttggcgccag tttgttagtt ttaagaaagc 900 
cttgcgttat ttctcaagca ttagtttatg 960 
gaaactttag tgttattggt gggttgttaa 102 0 
agacaacatt cggtatgctt cctgaattaa 10 80 
tgttgtttgc tggtagaatt ttaattgttt 1140 
catggtttac tgttgttttg accattatcg 1200 
caaaattcgc atccattatg ttgggtttga 1260 
actactggtt ttataacaat actaagagag 13 2 0 
taagcatcat tggtgggctt ctattagtta 13 8 0 
atgaaaagaa gaagatttac tag 14 3 3 



<210> 122 
<211> 310 
<212> PRT 

<213> Candida albicans 



<400> 122 

Met Ser Tyr Arg Gly Pro lie Gly Asn Phe Gly Gly Met Pro Met Ser 
,1 5 10 15 

Ser Ser Gin Gly Pro Tyr Ser Gly Gly Ala Gin Phe Arg Ser Asn Gin 
20 25 30 



Asn Gin Ser Thr Ser Gly lie Leu Lys Gin Trp Lys His Ser Phe Glu 
35 40 45 



120 



Lys Phe Ala Ser Arg 
50 

Lys Leu Lys Pro Tyr 
65 

Thr Phe Tyr Glu Asp 
85 

lie Phe Tyr Leu Asn 
100 

Val Phe Leu Val Val 
115 

Leu Val Leu Arg Lys 
130 

Cys Val lie Ser Gin 
145 

Phe Val Leu Arg Asn 

165 

Ser Asp Ser lie Val 
180 

Leu Asn Ser Lys Asn 
195 

Arg lie Leu lie Val 
210 

Trp Phe Thr Val Val 

225 

Gly Tyr Lys Thr Lys 
245 

Phe Tyr Asn lie Thr 
260 

Arg Asp Phe Leu Lys 
275 

Gly Leu Leu Leu Val 
290 

Glu Lys Lys Lys lie 
305 



lie Glu Gly Leu Thr Asp 
55 

lie Pro Ser Leu Ser Arg 
70 . 75 

Ser Phe Arg lie Leu Ser 
90 

Lys Trp Lys His Tyr Pro 
105 

Val Thr Val Ser Met Leu 
120 

Gin Thr Asn Tyr Ala Thr 
135 

Ala Leu Val Tyr Gly Leu 
150 155 

Phe Ser Val lie Gly Gly 
170 

Gin Asn Lys Thr Thr Phe 
185 

Asp Lys Ala Lys Gly Tyr 
200 

Leu Met Phe lie Ala Phe 
215 

Leu Thr lie lie Gly Thr 

230 235 

Phe Ala Ser He Met Leu 
250 

Leu Asn Asn Tyr Trp Phe 
265 

Tyr Glu Phe Tyr Gin Asn 
280 

Thr Asn Thr Gly Ala Gly 
295 

Tyr 
310 



Asn Ala Val Val Tyr 
60 

Phe Phe He Val Ala 
80 

Gin Trp Ser Asp Gin 
95 

Tyr Phe Phe Val Val 
110 

He Gly Ala Ser Leu 
125 

Gly Val Leu Cys Ala 
14 0 

Phe Thr Gly Ser Ser 
160 

Leu Leu He Ala Phe 
175 

Gly Met Leu Pro Glu 
190 

Leu Leu Phe Ala Gly 
205 

Thr Phe Ser Lys Ser 
220 

He Cys Phe Ala He 
240 

Gly Leu He Leu Thr 
255 

Tyr Asn Asn Thr Lys 
270 

Leu Ser He He Gly 
285 

Glu Leu Ser Val Asp 
300 



<210> 
<211> 
<212> 



123 

1802 

DNA 



121 



<213> Candida albicans 
<400> 123 

catttagttc tgattacagc agaaatcgta gcgcgatgag acatttcatc aaatggcctt 60 

ttttttttgg gcaatttttt tatatcttga aatgatagtt gccttgtact ttcaaccgtt 120 

catttcatta agaacttgac taaatatgaa catttcttaa aaaaaaggtt gacatataaa 180 

aataatcgaa tataaacgat ggaattttta taaaattaaa cacatatata tatatatatt 240 

aactataaat atgtcaaaga aaccatacaa tcatagattt ataactatct tttggatgac 300 

attaatgaac ataacgctcc taatacaaat gtccaaaaaa tattacccgc aaatacgaat 360 

cttttttttt tctcgatgaa attttgcaaa gagttcgaaa tttttatttc aagagctggt 420 

agagaaaatt tcataaggtt ttcctaccga tgcttttata aaatcttcgt tttgtctcac 480 

atataccaac aagagtaacg atgttttctt tacctaccct aacctcagac atcactgttg 540 

aagtcaacag ttccgctacc aaaaccccat tcgtccgtcg tccggtcgaa ccggttggta 600 

agttcttttt gcaacatgct caaagaactt tgagaaacca cacctggtct gaatttgaaa 660 

gaattgaagc tgaaaagaac gtcaaaaccg ttgatgaatc caatgtcgac ccagatgagt 72 0 

tgttattcga cactgaattg gccgatgaag atttactgac tcatgatgct agagactgga 780 

aaactgccga tttgtatgct gctatgggtt tgtctaagtt gcgtttcaga gctactgaaa 840 

gtcaaatcat caaggctcac agaaaacaag ttgtcaagta ccatccagac aagcaatctg 90 0 

ctgctggtgg tagtttggac caagatggct ttttcaagat tattcaaaag gcctttgaaa 960 

ctttgactga ttccaacaag agagctcagt acgactcatg tgattttgtt gccgatgttc 102 0 

ctcctccaaa gaagggtacc gattatgact tttatgaagc ttggggcccc gttttcgaag 1080 

ctgaagctcg tttttctaag aagactccta ttccttctct aggtaacaaa gattcttcca 1140 

agaaggaagt tgaacaattc tatgctttct ggcacagatt tgactcctgg agaacctttg 1200 

agttcttgga cgaagatgtc ccagatgact cttctaacag agaccacaag cgttacattg 1260 

aaagaaagaa caaggccgca agagacaaga agaagactgc tgataacgct agattggtca 13 2 0 

aacttgttga aagagctgtc agtgaagatc cccgtatcaa aatgttcaaa gaagaagaga 13 80 

agaaggaaaa ggaaagaaga aaatgggaaa gagaagccgg tgccagagct gaagctgaag 144 0 

ctaaggccaa ggccgaagct gaagcgaagg ctaaagctga atctgaagcc aaggctaacg 15 0 0 

cctccgcaaa agctgacaaa aagaaggcta aggaagctgc taaggccgcc aagaaaaaga 1560 

acaagagagc catccgtaac tctgctaagg aagctgacta ctttggtgat gctgacaagg 162 0 

ccaccacgat tgacgaacaa gttggtttga tcgttgacag tttgaatgac gaagagttag 1680 

tgtccaccgc cgataagatc aaggccaatg ctgctggtgc caaggaagtt ttgaaggaat 174 0 

ctgcaaagac tattgtcgat tctggcaaac taccatccag cttgttgtcc tacttcgtgt 1800 
ga 1802 



<210> 124 
<:211> 433 
<212> PRT 

<213> Candida albicans 

<400> 124 

Met Phe Ser Leu Pro Thr Leu Thr Ser Asp lie Thr Val Glu Val Asn 
15 10 15 

Ser Ser Ala Thr Lys Thr Pro Phe Val Arg Arg Pro Val Glu Pro Val 
20 25 30 

Gly Lys Phe Phe Leu Gin His Ala Gin Arg Thr Leu Arg Asn His Thr 
35 40 45 

Trp Ser Glu Phe Glu Arg lie Glu Ala Glu Lys Asn Val Lys Thr Val 
50 55 60 



Asp Glu Ser Asn Val Asp Pro Asp Glu Leu Leu Phe Asp Thr Glu Leu 
65 70 75 80 



122 



Ala Asp Glu Asp Leu Leu Thr His Asp Ala Arg Asp Trp Lys Thr Ala 
85 90 95 

Asp Leu Tyr Ala Ala Met Gly Leu Ser Lys Leu Arg Phe Arg Ala Thr 
100 105 110 

Glu Ser Gin lie lie Lys Ala His Arg Lys Gin Val Val Lys Tyr His 
115 120 125 

Pro Asp Lys Gin Ser Ala Ala Gly Gly Ser Leu Asp Gin Asp Gly Phe 
130 135 140 

Phe Lys lie lie Gin Lys Ala Phe Glu Thr Leu Thr Asp Ser Asn Lys 
145 150 155 160 

Arg Ala Gin Tyr Asp Ser Cys Asp Phe Val Ala Asp Val Pro Pro Pro 

165 170 175 

Lys Lys Gly Thr Asp Tyr Asp Phe Tyr Glu Ala Trp Gly Pro Val Phe 
180 185 190 

Glu Ala Glu Ala Arg Phe Ser Lys Lys Thr Pro lie Pro Ser Leu Gly 
195 200 205 

Asn Lys Asp Ser Ser Lys Lys Glu Val Glu Gin Phe Tyr Ala Phe Trp 
210 215 220 

His Arg Phe Asp Ser Trp Arg Thr Phe Glu Phe Leu Asp Glu Asp Val 
225 230 235 240 

Pro Asp Asp Ser Ser Asn Arg Asp His Lys Arg Tyr lie Glu Arg Lys 
245 250 255 

Asn Lys Ala Ala Arg Asp Lys Lys Lys Thr Ala Asp Asn Ala Arg Leu 
260 265 270 

Val Lys Leu Val Glu Arg Ala Val Ser Glu Asp Pro Arg lie Lys Met 
275 280 285 

Phe Lys Glu Glu Glu Lys Lys Glu Lys Glu Arg Arg Lys Trp Glu Arg 
290 295 300 

Glu Ala Gly Ala Arg Ala Glu Ala Glu Ala Lys Ala Lys Ala Glu Ala 
305 310 315 320 

Glu Ala Lys Ala Lys Ala Glu Ser Glu Ala Lys Ala Asn Ala Ser Ala 

325 330 335 

\ 

Lys Ala Asp Lys Lys Lys Ala Lys Glu Ala Ala Lys Ala Ala Lys Lys 
340 345 350 

Lys Asn Lys Arg Ala lie Arg Asn Ser Ala Lys Glu Ala Asp Tyr Phe 
355 360 365 



Gly Asp Ala Asp Lys Ala Thr Thr lie Asp Glu Gin Val Gly Leu lie 
370 375 380 



123 



Val Asp Ser Leu Asn Asp Glu Glu Leu Val Ser Thr Ala Asp Lys lie 
385 390 395 400 

Lys Ala Asn Ala Ala Gly Ala Lys Glu Val Leu Lys Glu Ser Ala Lys 
405 410 415 

Thr lie Val Asp Ser Gly Lys Leu Pro Ser Ser Leu Leu Ser Tyr Phe 
420 425 430 

Val 



<210> 125 
<211> 1472 
<212> DNA 

<213> Candida albicans 



.<400> 125 
gactcggacg 
aagggcctcg 
cacctacact 
aacaatattc 
aactaatggg 
tttccagcag 
aaattctttt 
aaaattaaag 
aagcataacc 
attttcagtt 
attagcagtt 
gtagggagga 
agcttattaa 
attcatattc 
agaaaaaagc 
gaccataggc 
ccctattaaa 
ttgagaattc 
ttttttacac 
aaccacatga 
aaagataccc 
agatcaagcc 
tagatgttga 
gtgaagaagc 
accaatggtt 



gaaccgtctc 
aaagacgtta 
gttttttttt 
caggtggagt 
agtgatccgc 
agtccgccta 
cactagtaaa 
atatattaga 
aaagaaaaaa 
tttggacatc 
gatgttgtat 
aaaagcgtgg 
tagaaatatt 
attgagctat 
atcaatagcc 
acatgtacgc 
aattcgtggg 
gccaaacttt 
agctgtcgtt 
tgaaggttcc 
attgaaggtc 
tttcatcaag 
agctttcaaa 
taagaaagtc 
cttctctaag 



atattatacg 
atgcatccgt 
ttttcacctt 
cccgaggcag 
tcagttctcc 
cgctcttgct 
gtgttcgttc 
tttttagaat 
atggctaagt 
aacaaaaaac 
aatttgagtt 
agatgttaga 
ggacaaaaag 
acgaggcagt 
accaaataag 
aggcgaccag 
cctatgataa 
aagaagggtt 
gtccgtggtc 
aagtctcacc 
accaagaagc 
gtcgtcaact 
tccgttgttt 
gtcaagaagg 
ttgagatttt 



ttcagtgaat 
acacctacat 
atgagtcctg 
aatcaaggct 
catcacgaca 
gcagagattc 
atgtaaaaca 
ttcttagata 
tcttgaaagc 
cgtgcaactg 
tgaattcgag 
tctgggaaaa 
atgaatgatt 
ggaagggtta 
atggtgaaag 
ggccttttat 
tttttctctc 
cacatttact 
gttacgccgg 
catttggtca 
acggtgccaa 
acaaccattt 
ctactgaaac 
ctttcgaaga 
aa 



atttttcacg 
ctttacattt 
tatttcttga 
gcggagagaa 
gaactgtctg 
gcccgaaggc 
tactgccgta 
gtctcaacgt 
tggtaaagtt 
tggtattaga 
tattgtatct 
aacctttaaa 
taggagcgaa 
tcaaaaagtt 
ttccgcgata 
ttactgtagt 
cctagtattg 
aactatttct 
taagaaggtt 
cgctttggtt 
gaaggttgct 
attgccaacc 
tttcgaacaa 
aagacaccaa 



gaagaatgga 
tttgctgttg 
aagagccgat 
gttcctctca 
agacaaagtc 
aggtttcctg 
gttttgagct 
gttaaaacaa 
ggtacgtatc 
aatccaagtt 
tcatatggga 
tttgaatgat 
actaacgatt 
gtaatttaaa 
tatttgctaa 
tctttccatg 
aagaacaaaa 
tttccttcct 
gttatcgtta 
gccggtattg 
aagagaacca 
agatacactt 
ccttcccaac 
gctggtaaga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1472 



<:210> 126 
<211> 136 
<:212> PRT 

<213> Candida albicans 



<400> 126 

Met Ala Lys Phe Leu Lys Ala Gly Lys Val Ala Val Val Val Arg Gly 
15 10 15 



Arg Tyr Ala Gly Lys Lys Val Val lie Val Lys Pro His Asp Glu Gly 



124 



20 25 30 

Ser Lys Ser His Pro Phe Gly His Ala Leu Val Ala Gly lie Glu Arg 
35 40 45. 

Tyr Pro Leu Lys Val Thr Lys Lys His Gly Ala Lys Lys Val Ala Lys 
50 55 60 

Arg Thr Lys lie Lys Pro Phe lie Lys Val Val Asn Tyr Asn His Leu 
65 70 75 80 

Leu Pro Thr Arg Tyr Thr Leu Asp Val Glu Ala Phe Lys Ser Val Val 
85 90 95 

Ser Thr Glu Thr Phe Glu Gin Pro Ser Gin Arg Glu Glu Ala Lys Lys 
100 105 110 

Val Val Lys Lys Ala Phe Glu Glu Arg His Gin Ala Gly Lys Asn Gin 
115 120 125 

Trp Phe Phe Ser Lys Leu Arg Phe 
130 135 



<210> 127 
<211> 1299 
<212> DNA 

<213> Candida albicans 
<400> 127 

ttacttacgt ctattataac cttccgcgta aaaaagaaat attgacatcc tttcttgtat 60 
ttagcccata cattttcacc catgcaccat tggattataa agaaaaaaat ttaataaaaa 12 0 
tctgccgggg aaatttcaga agaaaaaagg aaggtgtgtt cgcatttaac acgggccacc 180 
ataaactttt gtttgccacc catctagacg ggatccgccc cgcccaaggc tctcttcctc 240 
tagctaggca atgtggctct cggaaaggaa actcccacca ggacgtggtg ggaaatgcag 3 00 
caattcccct ctgcttcccg ctgacctttc ttgggcccag tttagtaagt atgctctcat 360 
ctttcatgtg tgctgtaact tgcaagtcat taacactatc tataattgat attagacgtt 42 0 
aaaagttcta tatagcattt gcttttattt agagaatacg aaaacacacc agataattag 480 
tgcatatata ttagatcaat atggtatgtg aaagagatat taaacataag atgtgaagga 54 0 
aacagaagag aacaatattt gaggaatgaa ttcggatgaa attctagtag aagaaaaaag 600 
cctaaaataa aaagaaagaa aggaaaataa agcagtaatc aacctctgac atttgatagg 660 
agtatgcgtt tccgcaaaat caacaaatca tgcattaaac tggtaacgga gactttaaag 720 
acgtgcaaag aaagcaatta atttttagat agggaattga aaggctctgt atagcagaaa 780 
atttgagatc tactgtggag ataagcatat ggtgttgagt tatgggtaat ctaacaataa 84 0 
tagaaactta tagcagttga agatggcgga tcatgatgcc ggatactgct gggtaatgat 90 0 
ttatccttct ttttttggag cacaaatgct cactttttcc tgtctcctct aacttttctg 96 0 
atgtatccta cccaacccta cagttttcaa attactaaca tcaatttttt tgtgaaacga 1020 
ctttcgtttt. cgtttctatt tatttcatta caggttttag ttcaagattt gttgcaccca 1080 
actgctgctt ctgaagccag aaagcacaag ttaaagactt tggttcaagg cccaagatcc 1140 
tacttcttgg atgtcaaatg cccaggttgt ttgaacatca ccactgtttt ttctcatgct 1200 
caaactgctg tcacttgtga atcatgctct actgtcttat gtactccaac cggtggtaag 1260 
gccaaattat ctgaaggtac ttctttcaga agaaagtaa 12 99 



<210> 128 
<211> 82 



125 



<212> PRT 

<213> Candida albicans 
<400> 128 

Met Val Leu Val Gin Asp Leu Leu His Pro Thr Ala Ala Ser Glu Ala 
1 5 10 15 

Arg Lys His Lys Leu Lys Thr Leu Val Gin Gly Pro Arg Ser Tyr Phe 
20 25 30 

Leu Asp Val Lys Cys Pro Gly Cys Leu Asn lie Thr Thr Val Phe Ser 
35 40 45 

His Ala Gin Thr Ala Val Thr Cys Glu Ser Cys Ser Thr Val Leu Cys 
50 55 60 

Thr Pro Thr Gly Gly Lys Ala Lys Leu Ser Glu Gly Thr Ser Phe Arg 
65 70 ' 75 80 

Arg Lys 



<210> 129 
<211> 1262 
<212> DNA . 

<213> Candida albicans 

<400> 129 

taaaacatgg cattttaaat agtactgcca aaatttaatg caatggcaat tagttggcta 60 
tgttgctaca tattattttc catagcattc tctgtcacaa acttcaaaat aaaagacagt 120 
gacatccgaa catccgatac acccatacat catgaaaata aatcctgaca ttggaagaag 180 
tcttgataca aaaaaagatc gctgtcaaaa atgcggccag actgccgctg catcgtacca 24 0 
acagtgcgta tgttcagacg gagagacgac ctctagagag acgtccgtcg gtgcggcaac 300 
gctgacggtt tagttgttcg acgggatgat gggttccgcc agggggaggg aaggctttcc 3 60 
accaagagag gtaaaattat tcgtcgaaat gaactcagag atacatccat attgttgaca 420 
atgtatatct taattgatgt ggtattttca ctgttttaac gtaaattgaa ggagattaag 480 
caaaaaaaca atcagtaata atgggtatgt ggacgattag gaatagacaa accatgttat 540 
ttatctccat tagggcgtga gagtgtaatt agtacacagg tactactaga atgctaaaga 600 
actttttaaa atatcctgaa tcgtagggca aatccatgtc aagcaagaaa ctaatagtta 660 
ttaaacttca tttacttttg agctagttaa atattttcat catttcctaa agtactgaac 720 
acctgaatga tacttttatt ggccctttta ataagaactc tggttagaaa atatattgag 780 
gatatcatta gtaatactca ttagatattt gtgaatttag ccgtttcccc attacagaaa 840 
aaagatacaa ctaattacat gtgcagtcaa attacttttt ttttaagatc aattactaac 900 
aatcaactat catgctaaat ttgctgtgat atcattttga accagttaac gtcccaaaga 960 
ccagaaagac ctactgtaag ggtaagacct gtcgtaagca cactcaacac aaggttactc 102 0 
aatacaaagc tggtaaggct tccttgttcg ctcaaggtaa gagacgttat gaccgtaaac 1080 
aatctggttt cggtggtcaa accaagcctg ttttccacaa gaaagctaag actaccaaga 1140 
aggttgtttt gagattggaa tgtgtcaaat gtaagactag agcccaatta accttgaaga 12 00 
gatgtaagca cttcgaattg ggtggtgaaa agaagcaaaa gggtcaagct ttgcaattct 12 6 0 
ga 1262 



<210> 130 
<211> 106 
<212> PRT 



126 , 



<213> Candida albicans 
<400> 130 

Met Val Asn Val Pro Lys Thr Arg 
1 5 

Cys Arg Lys His Thr Gin His Lys 

20 

Ala Ser Leu Phe Ala Gin Gly Lys 
35 40 

Gly Phe Gly Gly Gin Thr Lys Pro 
50 55 

Thr Lys Lys Val Val Leu Arg Leu 
65 70 

Ala Gin Leu Thr Leu Lys Arg Cys 
85 

Lys Lys Gin Lys Gly Gin Ala Leu 
100 



Lys Thr Tyr Cys Lys Gly Lys Thr 
10 15 

Val Thr Gin Tyr Lys Ala Gly Lys 
25 30 

Arg Arg Tyr Asp Arg Lys Gin Ser 
45 

Val Phe His Lys Lys Ala Lys Thr 
60 

Glu Cys Val Lys Cys Lys Thr Arg 
75 80 

Lys His Phe Glu Leu Gly Gly Glu 
90 95 

Gin Phe 
105 



<210> 131 
<211> 962 
<212> DNA 

<213> Candida albicans 
<400> 131 

catcgcttga tttccggcct gcaaaaataa agtagtcggt acgtactttc gttttcaatt 60 
tccatggtgc acagtatctt aactatctgc ttagtcgagg agaaccagga ttctgttcgt 120 
tgctcagccg cttcgtggat attctcttgg atactttaaa catggaccta cgttccgctc 180 
tcgaaaagac caatataata aaaagttata aattacattt ccttattagg tatacgacct 240 
cgcgcttcga agtagaggag ccctttttgg cgtacctaca tatggcgcgt caga'cagaca 300 
aacttccccc aaaaatgtat taccccgccg aataagaaaa cagacccatt cacccacgac 3 60 
gtatcaagtt acttccttgg tgcaatgtcc cactataaaa aaattccttg acgctagatc 420 
gttggactaa aatctgcgtc acaatcgcct aaacaggaaa tattgcctat tttcgtacaa 480 
ggttacttcc tagatgctat atgtccctac ggccttgtct aacaccatcc agcatgcaat 54 0 
acagtgacat atatatacac acaccacacc cacacccaca cccacaccca cacacaccca 600 
cacacacaca cccacacaca cccacaccca caccacaccc acacccacac acaccacacc 660 
cacacaccac acccacaccc acaccacacc acacccacac accacacacc accctatcta 720 
acctgtctct taacctaccc tcacattacc ctacctcccc actcgttacc ctgccccact 780 
caaccatacc actcccaacc accatccatc tctctactta ctactaccat ccaccgccca 840 
tcataaccgt taccctccaa ttacccatat ccaactccac taccattacc ctgctattac 900 
cctaccatcc accatgtcct actcactgta ctgttgttct accctccata ttgaaacgtt 960 
aa 962 



<210> 132 
<211> 153 
<212> PRT 

<213> Candida albicans 



<400> 132 



127 



Met Ser Leu Arg 
1 

He Tyr He His 
20 

Pro Thr His Thr 
35 

Pro His Thr Pro 
50 

Thr His Thr Pro 
65 

Ser His Tyr Pro 



Pro Leu Pro Thr 
100 

Pro He He Thr 
115 

lie Thr Leu Leu 
130 

Val Val Leu Pro 
145 



Pro Cys Leu Thr 
5 

Thr Pro His Pro 



His Pro His Thr 
40 

His Pro His Thr 
55 

His Thr Thr Leu 
70 

Thr Ser Pro Leu 
85 

Thr He His Leu 



Val Thr Leu Gin 
120 

Leu Pro Tyr His 
135 

Ser He Leu Lys 
150 



Pro Ser Ser Met 
10 

His Pro His Pro 
25 

Pro Thr Pro Thr 



Thr Pro Thr Pro 
60 

Ser Asn Leu Ser 
75 

Val Thr Leu Pro 
90 

Ser Thr Tyr Tyr 
105 

Leu Pro He Ser 



Pro Pro Cys Pro 
140 

Arg 



Gin Tyr Ser Asp 
15 

His Pro His Thr 
30 

Pro His Pro His 
4 5 

Thr Pro His His 



Leu Asn Leu Pro 
80 

His Ser Thr He. 
95 

Tyr His Pro Pro 
110 

Asn Ser Thr Thr 
125 

Thr His Cys Thr 



<210> 133 
<211> 3752 
<212> DNA 

<213> Candida albicans 
<400> 133 

ttccataggg cttattttcc agttgatgga atgggaggtt gctcttaacg cgaagactaa 6 0 

cgtgcaagcc aacagttata gaaaagtacc gtgagagaga aaaaaaaaaa agatatagca 12 0 

ttcaatgagg ctttattgag gggcacgatg ctcttttttt cttctgtact ttataaataa 180 

ttccgtattt cttcgctttg tttcatgctc tgttctgagc ttttagtttc tcttattgag 240 

agccttttcc aaatcaaggc tcaggaagtg actcgtcctt agaagaacaa ggtttggatt 3 00 

tggtagggtt cttgtacgaa gttctcaata taatttgcgc atttactgta cggttcatac 360 

tagtttattc cgggtaacaa gttttcttgt gatgctaaat caatgtgtat attgagaaaa 42 0 

ctatgtagta agttacacaa agcaacaaag gatattatta tatgtgacag agaagaattg 480 

ctgtagagat tcatgacaat atgaatgaga ctactacaaa acagccgcta aagaaaaggt 54 0 

ccctgagcag ctatctttca aacgtgagca cgagacggga ggagctggaa aagatttcta 60 0 

aacaagaaac atccgaagag gaagatactg ccggcaagca tgaacaaagg gaaacactgt 660 

cggaagaagt aagtgataag tttccagaaa atgttgcatc gtttcgctca cagactacaa 720 

gcgttcatca agccacccaa aataacctga atgcaaagga atccgaagac ctggcccata 780 

agaatgatgc gagttcacac gaaggagagg ttaatgggga cagccgtccg gacgatgttc 84 0 

ctgaaacgaa tgaaaaaata agccaagcaa tacgagcgaa aatttcgtca tcatcatcat 90 0 

cacccaatgt acgtaatgtt gatatccaaa accatcaacc tttttcgaga gaccaacttc 960 

gagcgatgtt gaaagaacca aaaaggaaaa ctgttgatga tttcatagaa gaagagggtt 102 0 

tgggagctgt tgaagaagag gatttaagtg atgaggtact tgaaaaaaat acaacagaac 1080 

cagaaaatgt ggaaaaagat atagagtata gcgactcaga taaggacaca gacgatgtgg 1140 
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gaagcgatga 
gaggtgacca 
tatcagatat 
cttcacctgt 
atccaaaaag 
tttccaagcg 
tacagattgc 
gttacgatat 
aaggtcatat 
ctattgaaat 
ttgtcaagta 
ctgcgtttga 
tgcgtgaaat 
ttcataatga 
ataataccac 
ttgatgagaa 
aagaaaaact 
aaaatggtgg 
atattacaag 
aaacatccgc 
tagaggcagg 
ccaaaaacag 
taaataacta 
ataataatga 
caagccgaag 
atctggcaga 
cgcgcaagag 
aacgtaaaac 
tggaacctca 
cggctgctga 
aaaagaaaag 
ggatcgaaga 
tagagaaagc 
cagtaaggga 
acaaaagatt 
acttgcaagt 
cttctgagaa 
tcattttcct 
atgttgtaaa 
acaaaaaatt 
accacgcaaa 
cacgatggag 
taaaaatacc 
tccagcagac 



tcccacggca 
acttgatgca 
cgatgatagc 
gaaagagaca 
gggttctgtc 
ccccaaacag 
ctgtgacaag 
taatgaccaa 
tgagattgtg 
gttcggcgat 
tcttcttaaa 
atctgtcgat 
aaaaaaaagg 
caaatctaaa 
aaaagccaaa 
agctccggaa 
gtttaaagct 
taagatagac 
tatctttttg 
tttaatggta 
tgcagatcca 
cataatggga 
tttgaagaag 
aacatataaa 
aagtgccact 
cgatgacttt 
attggatgac 
aaatgccttg 
ttctccaaag 
aagagaagca 
aaaaaaagaa 
acaggagaag 
aagaaaaatg 
cttatatccg 
tttgccgcta 
aatgatattg 
gattcccgtc 
gtatggaggt 
ctttgatggg 
tgttagtttg 
aagaaaagaa 
aaacgataag 
tcgagagtta 
atccaaagaa 



cccaactcac 
acaacaagtt 
aagaatattg 
aacaacaacc 
tccaggagta 
aagaagggca 
ggcaaatatg 
gacaatgctg 
gaactgttga 
actcccttga 
aacggtgcgg 
gatgaatctg 
ttgagtatag 
aatggcaata 
aacgaaaagg 
gaggaattct 
tcgaaggagg 
ttaaggtcat 
gcattcggat 
gctgtaggtc 
accaaaagag 
ataacaaaca 
cactctgaag 
catgaaaaaa 
cctagaattg 
aataacgatc 
aatgaaaatg 
caagatgaag 
aaggcaaaat 
agactcaagg 
caggaactac 
cagaaagtct 
gaaagggaaa 
ttaggactga 
tattattttg 
ttgaaggata 
gatccctcgc 
agttatgatg 
gttgatttgg 
cccatggcgt 
attgaaggaa 
ctgaacaaag 
ccggttaaat 
ccattttggt 



caataaaact 
ccatgtttaa 
ctttatccag 
tttcaaatat 
atgatagtaa 
tatataggga 
atgtagtcaa 
gtaatacagc 
tagaaaatgg 
tcgatgcttc 
acccaactat 
aatttgatga 
ccgctaaaaa 
atgctcacac 
ccgctgactc 
attggacaga 
gacatttacc 
ttttcgaaag 
ttcccgtaaa 
gtggccatct 
ataaaaaggg 
gtgaagaaat 
ataataatga 
agagagagaa 
aagacgaaga 
gtgatgtcaa 
ttggtactca 
aaaaattaaa 
ctgtagagat 
aagaggaaga 
tacaaaagct 
tagaaatgga 
aagaaatgga 
agattattaa 
tagacgaaaa 
tcgacttgct 
acctgactcc 
ataaaaagaa 
acacaaagat 
ggattaaatg 
atatgattca 
cgcagcagcc 
ttcaacaccg 
aa 



tggtcgtcgc 
taacgaatca 
tagcctattt 
gaattcttca 
caagagttct 
ttctggtggt 
aaagatgatt 
attgcatgaa 
tgcagatgta 
cgccaatgga 
acgtaacgct 
tgaagaagac 
atggactaac 
aatagatcag 
accttcaatg 
tgttacttct 
atacgttggt 
cgttaagtgt 
tcaaacttca 
tggaactgtt 
tcgtaccgct 
tcaattgatt 
tgatgatgat 
aacgcaatca 
ggacgatacg 
ggaatctaca 
atactcattg 
aagtatctca 
aagtaaaata 
atacagaaag 
ggccgaagat 
aagattggaa 
agaaatctct 
cttcaacgat 
aaacgataaa 
ctcaaaggac 
attgtggaat 
caacatggaa 
tgggtatgag 
ggataacgtt 
aatatcaata 
gacgcgcaaa 
tatgagcata 



aaactggtta 
gattctgaat 
agaggcggtt 
ccagcacaaa 
catatagctg 
agaacaagac 
gaagaaggag 
gcggcgttgc 
aatatcaagt 
cacttggatg 
aaagggttaa 
caaaagattt 
agagcaggaa 
ccaccttttg 
gcttccaata 
agagcgggaa 
acgtatgtag 
ggccatgaag 
agggataata 
aaactgctat 
ttgtactatg 
gaaaatgcta 
gatgatgata 
cccatattag 
aggatgctca 
acttcggatt 
gactggaaaa 
ccactctcta 
catgaagaaa 
aaaagattag 
gagaaaaaaa 
aaagctactt 
tatagaaggg 
aaacttgatt 
tttgtgctcg 
aaccaaccaa 
atgttgaaat 
aataaaagat 
cttttggagt 
gttattgaaa 
aacgaatttg 
cagcgttctc 
tcctccgtcc 



1200 
1260 
1320 
1380 
144 0 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3752 



<210> 134 
<211> 1083 

<212> PRT 

<213> Candida albicans 
<400> 134 

Met Asn Glu Thr Thr Thr Lys Gin 
1 5 

Ser Tyr Leu Ser Asn Val Ser Thr 
20 



Pro Leu Lys Lys Arg Ser Leu Ser 
10 15 

Arg Arg Glu Glu Leu Glu Lys lie 
25 30 
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Ser Lys Gin Glu Thr Ser Glu Glu Glu Asp Thr Ala Gly Lys His Glu 
35 40 45 

Gin Arg Glu Thr Leu Ser Glu Glu Val Ser Asp Lys Phe Pro Glu Asn 
50 55 60 

Val Ala Ser Phe Arg Ser Gin Thr Thr Ser Val His Gin Ala Thr Gin 
65 70 75 80 

Asn Asn Leu Asn Ala Lys Glu Ser Glu Asp Leu Ala His Lys Asn Asp 
85 90 95 

Ala Ser Ser His Glu Gly Glu Val Asn Gly Asp Ser Arg Pro Asp Asp 

100 105 110 

Val Pro Glu Thr Asn Glu Lys lie Ser Gin Ala lie Arg Ala Lys lie 
115 120 125 

Ser Ser Ser Ser Ser Ser Pro Asn Val Arg Asn Val Asp lie Gin Asn 
130 135 140 

His Gin Pro Phe Ser Arg Asp Gin Leu Arg Ala Met Leu Lys Glu Pro 
145 150 155 160 

Lys Arg Lys Thr Val Asp Asp Phe lie Glu Glu Glu Gly Leu Gly Ala 
165 170 175 

Val Glu Glu Glu Asp Leu Ser Asp Glu Val Leu Glu Lys Asn Thr Thr 
180 185 190 

Glu Pro Glu Asn Val Glu Lys Asp lie Glu Tyr Ser Asp Ser Asp Lys 
195 200 205 

Asp Thr Asp Asp Val Gly Ser Asp Asp Pro Thr Ala Pro. Asn Ser Pro 
210 215 220 

lie Lys Leu Gly Arg Arg Lys Leu Val Arg Gly Asp Gin Leu Asp Ala 
225 230 235 240 

Thr Thr Ser Ser Met Phe Asn Asn Glu Ser Asp Ser Glu Leu Ser Asp 
245 250 255 

lie Asp Asp Ser Lys Asn lie Ala Leu Ser Ser Ser Leu Phe Arg Gly 
260 265 270 

Gly Ser Ser Pro Val Lys Glu Thr Asn Asn Asn Leu Ser Asn Met Asn 
275 280 285 

Ser Ser Pro Ala Gin Asn Pro Lys Arg Gly Ser Val Ser Arg Ser Asn 
290 295 300 

Asp Ser Asn Lys Ser Ser His lie Ala Val Ser Lys Arg Pro Lys Gin 
305 310 315 320 

Lys Lys Gly lie Tyr Arg Asp Ser Gly Gly Arg Thr Arg Leu Gin lie 
325 330 335 
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Ala Cys Asp Lys Gly Lys Tyr Asp Val Val Lys Lys Met lie Glu Glu 
340 345 350 

Gly Gly Tyr Asp He Asn Asp Gin Asp Asn Ala Gly Asn Thr Ala Leu 
355 360 365 

His Glu Ala Ala Leu Gin Gly His He Glu He Val Glu Leu Leu He 
370 375 380 

Glu Asn Gly Ala Asp Val Asn He Lys Ser He Glu Met Phe Gly Asp 
385 390 395 400 

Thr Pro Leu He Asp Ala Ser Ala Asn Gly His Leu Asp Val Val Lys 
405 410 415 

Tyr Leu Leu Lys Asn Gly Ala Asp Pro Thr He Arg Asn Ala Lys Gly 
420 425 430 

Leu Thr Ala Phe Glu Ser Val Asp Asp Glu Ser Glu Phe Asp Asp Glu 
435 440 445 

Glu Asp Gin Lys He Leu Arg Glu He Lys Lys Arg Leu Ser He Ala 
450 455 460 

Ala Lys Lys Trp Thr Asn Arg Ala Gly He His Asn Asp Lys Ser Lys 
465 470 475 480 

Asn Gly Asn Asn Ala His Thr He Asp Gin Pro Pro Phe Asp Asn Thr 
485 490 495 

Thr Lys Ala Lys Asn Glu Lys Ala Ala Asp Ser Pro Ser Met Ala Ser 
500 505 510 

Asn He Asp Glu Lys Ala Pro Glu Glu Glu Phe Tyr Trp Thr Asp Val 
515 520 525 

Thr Ser Arg Ala Gly Lys Glu Lys Leu Phe Lys Ala Ser Lys Glu Gly 
530 535 540 

His Leu Pro Tyr Val Gly Thr Tyr Val Glu Asn Gly Gly Lys He Asp 
545 550 555 560 

Leu Arg Ser Phe Phe Glu Ser Val Lys Cys Gly His Glu Asp He Thr 
565 570 575 

Ser He Phe Leu Ala Phe Gly Phe Pro Val Asn Gin Thr Ser Arg Asp 
580 585 590 

Asn Lys Thr Ser Ala Leu Met Val Ala Val Gly Arg Gly His Leu Gly 
595 600 605 

Thr Val Lys Leu Leu Leu Glu Ala Gly Ala Asp Pro Thr Lys Arg Asp 
610 615 620 

Lys Lys Gly Arg Thr Ala Leu Tyr Tyr Ala Lys Asn Ser He Met Gly 
625 630 635 640 
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He Thr Asn Ser Glu Glu He Gin Leu He Glu Asn Ala He Asn Asn 
645 650 655 

Tyr Leu Lys Lys His Ser Glu Asp Asn Asn Asp Asp Asp Asp Asp Asp 
660 665 670 

Asp Asn Asn Asn Glu Thr Tyr Lys His Glu Lys Lys Arg Glu Lys Thr 
675 680 685 

Gin Ser Pro He Leu Ala Ser Arg Arg Ser Ala Thr Pro Arg He Glu 
690 695 700 

Asp Glu Glu Asp Asp Thr Arg Met Leu Asn Leu Ala Asp Asp Asp Phe 
705 710 715 720 

Asn Asn Asp Arg Asp Val Lys Glu Ser Thr Thr Ser Asp Ser Arg Lys 
725 730 735 

Arg Leu Asp Asp Asn Glu Asn Val Gly Thr Gin Tyr Ser Leu Asp Trp 
740 745 750 

Lys Lys Arg Lys Thr Asn Ala Leu Gin Asp Glu Glu Lys Leu Lys Ser 
755 760 765 

He Ser Pro Leu Ser Met Glu Pro His Ser Pro Lys Lys Ala Lys Ser 
770 775 780 

Val Glu He Ser Lys He His Glu Glu Thr Ala Ala Glu Arg Glu Ala 
785 790 795 800 

Arg Leu Lys Glu Glu Glu Glu Tyr Arg Lys Lys Arg Leu Glu Lys Lys 
805 810 815 

Arg Lys Lys Glu Gin Glu Leu Leu Gin Lys Leu Ala Glu Asp Glu Lys 
820 825 830 

Lys Arg He Glu Glu Gin Glu Lys Gin Lys Val Leu Glu Met Glu Arg 
835 840 845 

Leu Glu Lys Ala Thr Leu Glu Lys Ala Arg Lys Met Glu Arg Glu Lys 
850 855 860 

Glu Met Glu Glu He Ser Tyr Arg Arg Ala Val Arg Asp Leu Tyr Pro 
865 870 875 880 

Leu Gly Leu Lys He He Asn Phe Asn Asp Lys Leu Asp Tyr Lys Arg 
885 890 895 

Phe Leu Pro Leu Tyr Tyr Phe Val Asp Glu Lys Asn Asp Lys Phe Val 
900 905 910 

Leu Asp Leu Gin Val Met He Leu Leu Lys Asp He Asp Leu Leu Ser 
915 920 925 

Lys Asp Asn Gin Pro Thr Ser Glu Lys He Pro Val Asp Pro Ser His 
930 935 940 
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Leu Thr Pro Leu Trp Asn Met Leu Lys Phe lie Phe Leu Tyr Gly Gly 
945 950 955 960 

Ser Tyr Asp Asp Lys Lys Asn Asn Met Glu Asn Lys Arg Tyr Val Val 
965 970 975 

Asn Phe Asp Gly Val Asp Leu Asp Thr Lys lie Gly Tyr Glu Leu Leu 
980 985 990 

Glu Tyr Lys Lys Phe Val Ser Leu Pro Met Ala Trp lie Lys Trp Asp 
995 1000 1005 

Asn Val Val lie Glu Asn His Ala Lys Arg Lys Glu lie Glu Gly Asn 
1010 1015 1020 

Met lie Gin lie Ser lie Asn Glu Phe Ala Arg Trp Arg Asn Asp Lys 
1025 1030 1035 1040 

Leu Asn Lys Ala Gin Gin Pro Thr Arg Lys Gin Arg Ser Leu Lys lie 
1045 1050 1055 

Pro Arg Glu Leu Pro Val Lys Phe Gin His Arg Met Ser lie Ser Ser 
1060 1065 1070 

Val Leu Gin Gin Thr Ser Lys Glu Pro Phe Trp 
1075 1080 



<210> 135 
<211> 4883 
<212> .DNA 

<213> Candida albicans 

<400> 135 

tttcaatgcg ctacaactga ctgaaccagt ccacaaattt ggctggtctc tatcgttctc 60 
gccctgagag attttatttt cttataaatt ttactaaata aggatttgta cttttgatag 120 
agtttttttt ttttctgacg tttgtttagt taatattata taatagtatt taggaaacta 180 
g9tgggaggg gacatcgcaa cttttatcgt gacctacgac cagtgttttt tcaattgttt 24 0 
gatcaaaaga gaaaaaaaga caaaggaccg aaggatagtt gcacgcataa actggagaaa 3 00 
aaattgtgtt tgacatcggc gtttaggctt gtttgttctg tcacacatac gctgcttcac 360 
accaattcat atttctcagg ttaatttgtc tcctctccaa cttcaataac gattttgcgt 420 
gaaggtttaa tttcattatt gcaattttag cagagaaacg cacataaata tatatatatt 480 
gattacagaa ccattataac atgtcttctt tgaaggatga agtacccact gagacttccg 54 0 
aagacttcgg ttttaagttt ttaggtcaaa aacaaattct accttccttc aatgaaaaac 600 
tgccatttgc atctctacaa aatctcgata tttcaaacag taagtcttta ttcgttgctg 660 
cctctggtag taaggcggtg gtcggcgaat tacaattact gagagatcat atcacctccg 72 0 
actctactcc gttaacgttc aagtgggaga aagaaatccc agatgtaata tttgtgtgct 780 
ttcatggtga tcaggttttg gtttcaacca gaaatgcatt atattcgtta gacttggagg 840 
aattgagtga atttcgaacg gtcacttctt ttgagaagcc agttttccaa ttgaagaacg 900 
ttaataacac tttagtaatt ttaaattcag tcaatgattt atcagcactg gatttaagaa 960 
caaaatcgac taagcaactg gcacaaaacg ttacctcttt tgatgtcaca aattcgcagt 102 0 
tagcagttct actaaaagat agaagttttc aaagttttgc atggcgaaat ggcgaaatgg 1080 
aaaaacaatt tgagttctct ctaccgtcag aattagaaga gcttccagta gaagaatatt 114 0 
cccctttgag tgttaccatt ctctctccac aggatttttt ggcggttttc ggtaatgtta 1200 
tatcagagac cgatgacgaa gtttcatacg atcaaaaaat gtacattata aagcacatag 1260 



133 



acggcagcgc ctcatttcaa gaaacttttg 
ggttcccata tatgtacaaa gttaccttgt 
atgtgctagc atcatcatgt tcaagtgaag 
aaccttccca ggattctgaa cgagcagtat 
caaatccaat aggtgtggca gttgacgtcg 
ccggtgttga tacgatagag cgattgccgc 
tacagatagt cgggttgttt catgtggcag 
tggaatcttt agaacatgag aaatctctct 
gacaggagca ggaagaaaaa aagaaaaata 
ctttcacatc agcaaataca tcaggcttca 
atagcctgca gtctcaaagt tcttcaacct 
ttaaaattga cttgccatca gtctcatcta 
acgcaacaga tcctgcttct gctaagccag 
ccaaagaacc gtcaacatca gaatatgcct 
ttggctctgg aaagtcatct gttgaatcgc 
cttttggtac tccttccttt ggctctggaa 
ctgcatttgg taagccctct tttggtactc 
agccgcctgc ttccggatct gcctttggta 
ctgcatcaag taacgaaact aactctggat 
catcttttgc acccgccaac aatgaacttt 
cagttgacag cccaaaggag gtagattcaa 
gtgaagatga gtctaagagt gatgtagact 
acacctctac gaaaccaaag accaatgcct 
gattttcaaa ggctctggaa tctgttggtt 
cttcaccttt ctcttcacag ttaggaaaca 
atactgaaaa tggatcttta agtaagggct 
aacacgaaag caatggtccc aacgtaagcg 
aaacatcttc tactagatta ccggaaactc 
aggaagcgca aaaatccccc ataggcaagc 
ttgacatggc tggtttaaaa aatcctgtat 
cgccgttttc agcatttgca acaaatatta 
cgtttggtaa ctccacaatg aataaaagta 
ctgatactaa agaaactagt gaaaagggcc 
ttctaccagc gaaagaagaa agaactggag 
caaaagatgg ttatgtatca ggaagtgaaa 
ataccacagc aaacgaagaa attccaaagt 
aaacagaccc aaaatatagt caacatgctg 
tgaatgaaac ttcgaagaat aatgaaagga 
atggaatagc attgaaaaaa gacaatgaaa 
agcaattcga agaccaccaa tcttcagaag 
gcagtgaagt taaagaatca gatgataaca 
tatctgagtc ctacgataaa ctggaagata 
aagcttttaa agcacgtgaa gtgagcgctt 
aagacaatta tgctgaatct ggcatacaga 
aagttcaaac ggatgccata cccgtgaaac 
cagtcgacaa tggtctgcaa actgagcctg 
ttgaaggtga cgaaaattat ttagcagagc 
acacaagtgc aaaagtatca aatattcctt 
ttgagagtac atttcagacg gtcgaagctg 
atatggatac tttttttact gatcaatcga 
ctatcaataa tctgtatact tggagaatac 
ataatatcaa gtgtgaacaa atgcaaataa 
aagttacaga ttatgtcagg aaagatattg 
aagaggagta tctgttttta atgcattttg 
tcagcacgca tcaatttaga atgcaaaaga 
ccaaaattaa tcatactgaa gagttgctga 
agagattgga cgataatcca ttagtggcaa 



atattacacc tccattcggg caaatagtaa 1320 
ctggtttaat tgaacctgat gcaaacgtaa 1380 
taagtatatg ggactcgaaa caagttattg 1440 
tgcccatcag tgaggaaaca gataaggaca 1500 
ttacttcagg cactattcta gaaccttgtt 1560 
tcgtttacat attgaataac gaaggtagct 162 0 
caatcaaaag cggccattat agcataaatc 1680 
ctcctacatc agaaaaaatt cctattgctg 1740 
atgaatcaag taaggcttta tcagagaatc 1800 
cttttcttaa aacacaacca gccgctgcca 1860 
ttggtgctcc ctcatttgga tcatccgcat 1920 
ccagtactgg tgtagcgtcc agtgaacaag 1980 
tattcggcaa acccgcgttc ggagctattg 2 04 0 
ttggcaagcc atcttttggt gctccctcct 2100 
ctgcctccgg atctgccttt ggtaagccct 2160 
attcatctgt tgagccgcct gcctccggat 2220 
cttcctttgg ctctggaaat tcatctgctg 2280 
agccctcttt tggtacatct gcattcggaa 2340 
ccatatttgg aaaggctgca tttggttcat 2400 
tcggatcaaa ctttactatt tcaaaaccta 2460 
cgtcaccttt cccatcttct ggcgatcaaa 2520 
cttcttcgac accttttggt acgaaaccta 2580 
ttgattttgg gagttcttcc tttggatctg 2640 
ccgatacaac ttttaaattc ggtactcagg 2700 
aatcaccatt cagttccttc acaaaagatg 2760 
ctaccagtga aatcaatgac gataatgaag 2820 
gtaatgattt gacagattct acggttgagc 2880 
cctcggatga agatggtgaa gttgtcgagg 2 94 0 
taactgaaac tataaaaaaa agtgccaata 3000 
ttggaaatca tgtcaaagca aaatccgaat 3 060 
ccaaaccaag ctctacaaca cctgcttttt 3120 
atacatctac ggtttcacca atggaagaag 3180 
ccataacctt gaagagtgtg gagaatccgt 3240 
aaagttctaa aaaggatcat aacgatgacc 3300 
tatctgtaag gacttctgaa agtgcttttg 3360 
cacaggacgt gaacaatcat gaaaaaagcg 3420 
tggttgatca cgataacaag tctaaagaaa 3480 
gcggtcaacc aaatcatggt gtccaaggag 3540 
aagagaattt tgattcaaat atggcaataa 3 600 
aggacgcgag cgaaaaagac agtagacaaa 3 660 
tgtcactcaa cagtgaccgg gatgaaagta 3720 
ttaatactga tgagctacct catggtggag 3780 
ccgctgattt tgatgtacaa acttcattag 3840 
cagacctttc agaaagttcc aaggaaaatg 3 900 
acaacagtac acaaactgtt aagaaggaag 3 960 
ttgaaacatg taatttttct gttcaaacat 4020 
aatgcaaacc aaagcaattg aaagaatatt 4080 
tcgtttcaca aaattctacg ttaaggttga 4140 
agtttactgt tctgatggaa aacatccgga 4200 
gcatcccttt ggtgaagcgt acagtgcggt 4260 
cagaggctga aattctatta aatattcaga 4320 
caaatgctaa cattcaagac ctgaaggaaa 4380 
cacaaataac tgaagatgta gccaatgcaa 4440 
atgatgcttc gagtggatac gttaaagatc 4500 
cattacgtca aaagctattc gatgtgtccg 4560 
acattttaaa attgttcact gtaaagaata 4620 
aactagctaa agaatctctt gcacgtgacg 4680 
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gtttactaaa agaaatcaaa ttattgcgtg agcaagtgag taggttacaa ttggaggaga 4 74 0 

aaggtaaaaa ggcttcgtcg ttcgatgcat cctcttcaat aacaaaggac atgaaaggat 4800 

ttaaagtagt agaagttggg ttggccatga atacgaaaaa gcaaattggt gatttcttca 4860 

aaaatttgaa catggcaaaa tag 4 883 



<210> 136 
<211> 1460 
<212> PRT 

<213> Candida albicans 
<400> 136 

Met Ser Ser Leu Lys Asp Glu Val Pro Thr Glu Thr Ser Glu Asp Phe 
1 5 10 15 

Gly Phe Lys Phe Leu Gly Gin Lys Gin lie Leu Pro Ser Phe Asn Glu 
20 25 30 

Lys Leu Pro Phe Ala Ser Leu Gin Asn Leu Asp lie Ser Asn Ser Lys 
35 40 45 

Ser Leu Phe Val Ala Ala Ser Gly Ser Lys Ala Val Val Gly Glu Leu 
50 55 60, 

Gin Leu Leu Arg Asp His lie Thr Ser Asp Ser Thr Pro Leu Thr Phe 
65 70 75 80 

Lys Trp Glu Lys Glu lie Pro Asp Val lie Phe Val Cys Phe His Gly 
85 90 95 

Asp Gin Val Leu Val Ser Thr Arg Asn Ala Leu Tyr Ser Leu Asp Leu 
100 105 110 

Glu Glu Leu Ser Glu Phe Arg Thr Val Thr Ser Phe Glu Lys Pro Val 
115 120 125 

Phe Gin Leu Lys Asn Val Asn Asn Thr Leu Val He Leu Asn Ser Val 
130 135 140 

Asn Asp Leu Ser Ala Leu Asp Leu Arg Thr Lys Ser Thr Lys Gin Leu 
145 150 155 160 

Ala Gin Asn Val Thr Ser Phe Asp Val Thr Asn Ser Gin Leu Ala Val 
165 170 175 

Leu Leu Lys Asp Arg Ser Phe Gin Ser Phe Ala Trp Arg Asn Gly Glu 
180 185 190 

Met Glu Lys Gin Phe Glu Phe Ser Leu Pro Ser Glu Leu Glu Glu Leu 
195 200 205 

Pro Val Glu Glu Tyr Ser Pro Leu Ser Val Thr He Leu Ser Pro Gin 
210 215 220 

Asp Phe Leu Ala Val Phe Gly Asn Val He Ser Glu Thr Asp Asp Glu 
225 230 235 240 
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Val Ser Tyr Asp Gin Lys Met Tyr lie lie Lys His lie Asp Gly Ser 
245 250 255 

Ala Ser Phe Gin Glu Thr Phe Asp He Thr Pro Pro Phe Gly Gin He 
260 265 270 

Val Arg Phe Pro Tyr Met Tyr Lys Val Thr Leu Ser Gly Leu He Glu 
275 280 285 

Pro Asp Ala Asn Val Asn Val Leu Ala Ser Ser Cys Ser Ser Glu Val 
290 295 300 

Ser He Trp Asp Ser Lys Gin Val He Glu Pro Ser Gin Asp Ser Glu 
305 310 315 320 

Arg Ala Val Leu Pro He Ser Glu Glu Thr Asp Lys Asp Thr Asn Pro 
325 330 335 

He Gly Val Ala Val Asp Val Val Thr Ser Gly Thr He Leu Glu Pro 
340 345 350 

Cys Ser Gly Val Asp Thr He Glu Arg Leu Pro Leu Val Tyr He Leu 
355 360 365 

Asn Asn Glu Gly Ser Leu Gin He Val Gly Leu Phe His Val Ala Ala 
370 375 380 

He Lys Ser Gly His Tyr Ser He Asn Leu Glu Ser Leu Glu His Glu 
385 390 395 400 

Lys Ser Leu Ser Pro Thr Ser Glu Lys He Pro He Ala Gly Gin Glu 
405 410 415 

Gin Glu Glu Lys Lys Lys Asn Asn Glu Ser Ser Lys Ala Leu Ser Glu 
420 425 430 

Asn Pro Phe Thr Ser Ala Asn Thr Ser Gly Phe Thr Phe Leu Lys Thr 
435 440 445 

Gin Pro Ala Ala Ala Asn Ser Leu Gin Ser Gin Ser Ser Ser Thr Phe 
450 455 460 

Gly Ala Pro Ser Phe Gly Ser Ser Ala Phe Lys He Asp Leu Pro Ser 
465 470 475 480 

Val Ser Ser Thr Ser Thr Gly Val Ala Ser Ser Glu Gin Asp Ala Thr 
485 490 495 

Asp Pro Ala Ser Ala Lys Pro Val Phe Gly Lys Pro Ala Phe Gly Ala 

500 505 510 

He Ala Lys Glu Pro Ser Thr Ser Glu Tyr Ala Phe Gly Lys Pro Ser 
515 520 525 

Phe Gly Ala Pro Ser Phe Gly Ser Gly Lys Ser Ser Val Glu Ser Pro 
530 535 540 
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Ala Ser Gly Ser Ala Phe Gly Lys Pro Ser Phe Gly Thr Pro Ser Phe 
545 550 555 560 

Gly Ser Gly Asn Ser Ser Val Glu Pro Pro Al^ Ser Gly Ser Ala Phe 
565 570 575 

Gly Lys Pro Ser Phe Gly Thr Pro Ser Phe Gly Ser Gly Asn Ser Ser 
580 585 590 

Ala Glu Pro Pro Ala Ser Gly Ser Ala Phe Gly Lys Pro Ser Phe Gly 
595 600 605 

Thr Ser Ala Phe Gly Thr Ala Ser Ser Asn Glu Thr Asn Ser Gly Ser 
610 615 620 

lie Phe Gly Lys Ala Ala Phe Gly Ser Ser Ser Phe Ala Pro Ala Asn 
625 630 635 640 

Asn Glu Leu Phe Gly Ser Asn Phe Thr He Ser Lys Pro Thr Val Asp 
645 650 655 

Ser Pro Lys Glu Val Asp Ser Thr Ser Pro Phe Pro Ser Ser Gly Asp 
660 665 670 

Gin Ser Glu Asp Glu Ser Lys Ser Asp Val Asp Ser Ser Ser Thr Pro 
675 680 685 

Phe Gly Thr Lys Pro Asn Thr Ser Thr Lys Pro Lys Thr Asn Ala Phe 
690 695 700 

Asp Phe Gly Ser Ser Ser Phe Gly Ser Gly Phe Ser Lys Ala Leu Glu 
705 710 715 720 

Ser Val Gly Ser Asp Thr Thr Phe Lys Phe Gly Thr Gin Ala Ser Pro 
725 730 735 

Phe Ser Ser Gin Leu Gly Asn Lys Ser Pro Phe Ser Ser Phe Thr Lys 
740 745 750 

Asp Asp Thr Glu Asn Gly Ser Leu Ser Lys Gly Ser Thr Ser Glu He 
755 760 765 

Asn Asp Asp Asn Glu Glu His Glu Ser Asn Gly Pro Asn Val Ser Gly 
770 775 780 

Asn Asp Leu Thr Asp Ser Thr Val Glu Gin Thr Ser Ser Thr Arg Leu 
785 790 795 800 

Pro Glu Thr Pro Ser Asp Glu Asp Gly Glu Val Val Glu Glu Glu Ala 
805 810 815 

Gin Lys Ser Pro He Gly Lys Leu Thr Glu Thr He Lys Lys Ser Ala 
820 825 830 

Asn He Asp Met Ala Gly Leu Lys Asn Pro Val Phe Gly Asn His Val 
835 840 845 
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Lys Ala Lys Ser Glu Ser Pro Phe Ser Ala Phe Ala Thr Asn He Thr 
850 855 860 

Lys Pro Ser Ser Thr Thr Pro Ala Phe Ser Phe Gly Asn Ser Thr Met 
865 870 875 880 

Asn Lys Ser Asn Thr Ser Thr Val Ser Pro Met Glu Glu Ala Asp Thr 
885 890 895 

Lys Glu Thr Ser Glu Lys Gly Pro He Thr Leu Lys Ser Val Glu Asn 
900 905 910 

Pro Phe Leu Pro Ala Lys Glu Glu Arg Thr Gly Glu Ser Ser Lys Lys 
915 920 , 925 

Asp His Asn Asp Asp Pro Lys Asp Gly Tyr Val Ser Gly Ser Glu lie 
930 935 940 

Ser Val Arg Thr Ser Glu Ser Ala Phe Asp Thr Thr Ala Asn Glu Glu 
945 950 955 960 

He Pro Lys Ser Gin Asp Val Asn Asn His Glu Lys Ser Glu Thr Asp 
965 970 975 

Pro Lys Tyr Ser Gin His Ala Val Val Asp His Asp Asn Lys Ser Lys 
980 985 990 

Glu Met Asn Glu Thr Ser Lys Asn Asn Glu Arg Ser Gly Gin Pro Asn 
995 1000 1005 

His Gly Val Gin Gly Asp Gly He Ala Leu Lys Lys Asp Asn Glu Lys 
1010 1015 1020 

Glu Asn Phe Asp Ser Asn Met Ala He Lys Gin Phe Glu Asp His Gin 
1025 1030 1035 1040 

Ser Ser Glu Glu Asp Ala Ser Glu Lys Asp Ser Arg Gin Ser Ser Glu 
1045 1050 1055 

Val Lys Glu Ser Asp Asp Asn Met Ser Leu Asn Ser Asp Arg Asp Glu 
1060 1065 1070 

Ser He Ser Glu Ser Tyr Asp Lys Leu Glu Asp He Asn Thr Asp Glu 
1075 1080 1085 

Leu Pro His Gly Gly Glu Ala Phe Lys Ala Arg Glu Val Ser Ala Ser 
1090 1095 1100 

Ala Asp Phe Asp Val Gin Thr Ser Leu Glu Asp Asn Tyr Ala Glu Ser 
1105 1110 1115 1120 

Gly He Gin Thr Asp Leu Ser Glu Ser Ser Lys Glu Asn Glu Val Gin 
1125 1130 1135 



Thr Asp 



Ala He Pro Val Lys 
1140 



His Asn Ser Thr Gin 
1145 



Thr Val Lys Lys 
1150 
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Glu Ala Val Asp Asn Gly Leu Gin Thr Glu Pro Val Glu Thr Cys Asn 
1155 1160 1165 

Phe Ser Val Gin Thr Phe Glu Gly Asp Glu Asn Tyr Leu Ala Glu Gin 
1170 1175 1180 

Cys Lys Pro Lys Gin Leu Lys Glu Tyr Tyr Thr Ser Ala Lys Val Ser 
1185 1190 1195 1200 

Asn lie Pro Phe Val Ser Gin Asn Ser Thr Leu Arg Leu lie Glu Ser 
1205 1210 1215 



Thr Phe Gin Thr Val Glu Ala Glu Phe Thr Val Leu Met Glu Asn lie 
1220 1225 1230 

Arg Asn Met Asp Thr Phe Phe Thr Asp Gin Ser Ser lie Pro Leu Val 
1235 1240 1245 



Lys Arg Thr Val 
1250 

Glu Ala Glu He 
1265 



Arg Ser He Asn 
1255 

Leu Leu Asn He 
1270 



Asn Leu Tyr Thr 
1260 

Gin Asn Asn He 
1275 . 



Trp Arg He Pro 

Lys Cys Glu Gin 
1280 



Met Gin He Thr Asn Ala Asn He Gin Asp Leu Lys Glu Lys Val Thr 
1285 1290 1295 

Asp Tyr Val Arg Lys Asp He Ala Gin lie Thr Glu Asp Val Ala Asn 
1300 1305 1310 

Ala Lys Glu Glu Tyr Leu Phe Leu Met His Phe Asp Asp Ala Ser Ser 
1315 1320 1325 



Gly Tyr Val Lys Asp Leu Ser Thr His Gin Phe Arg Met Gin Lys Thr 

1330 1335 1340 

Leu Arg Gin Lys Leu Phe Asp Val Ser Ala Lys He Asn His Thr Glu 

1345 1350 1355 1360 

Glu Leu Leu Asn He Leu Lys Leu Phe Thr Val Lys Asn Lys Arg Leu 

1365 1370 1375 

Asp Asp Asn Pro Leu Val Ala Lys Leu Ala Lys Glu Ser Leu Ala Arg 

1380 1385 1390 

Asp Gly Leu Leu Lys Glu He Lys Leu Leu Arg Glu Gin Val Ser Arg 

1395 1400 1405 

Leu Gin Leu Glu Glu Lys Gly Lys Lys Ala Ser Ser Phe Asp Ala Ser 

1410 1415 1420 



Ser Ser He Thr Lys Asp Met Lys Gly Phe Lys Val Val Glu Val Gly 

1425 1430 1435 1440 

Leu Ala Met Asn Thr Lys Lys Gin He Gly Asp Phe Phe Lys Asn Leu 

1445 1450 1455 ■ 



139 



Asn Met Ala Lys 
1460 



<210> 137 
<211> 1321 
<212> DNA 

<213> Candida albicans 
<400> 137 

tcgatcaact ctatccaaca attctataat 
tttcccttat ggtgaagtaa attttccatg 
ttgactgcaa tttgagttta ttacatccgt 
ttgtgctccg tgtcgatatt tcgtggagca 
tccgcctgga cataggcgga gcatattcct 
ctctctagac aggacctccg attgcctccc 
ggccttctcc agtttctagc gaggcataca 
aaattaaagg tagttgaatc tctatttgtt 
gagacgacca agattcaaac atgcaaatgt 
tcgaacgttc agagcttaaa gggacaatta 
taacatcgta tctgtaaagt ctacaaaatt 
actgccaaac tgaatatgag gaactttcct 
acttgtggaa aatatgatta gattttgagc 
aagaaatatc caaatttgtg gttcatgctc 
taaaattttg tcttcttccg aacagttatg 
ttactaactt gtcatttttt tataaaatta 
tggtaagacc atcactttgg aagttgaatc 
gattcaagac aaggaaggta tcccacctga 
attggaagac ggtagaacct tgtctgacta 
agtcttgaga ttgagaggtg gtatcattga 
caactgtgac aaatctgttt gccgtaagtg 
ctgtagaaag agaaagtgtg gtcacaccaa 



atccactgtt cattaacgaa tattggtctt 60 
caatatccgg gtaagctatc gacaagttta 12 0 
acattactaa gatgtatggt ttttctattt 180 
aaccagaaaa gatgcggaac ctcttagcac 240 
cctatgggat gggttttgtt gtactctttt 300 
tgagggtgag atggtttccg gcctcaggac 3 60 
ttccaaccaa aggtgtatca agaatatctg 42 0 
gttgttatta ccgcttatta tcccatagtt 480 
atgcaccata tccattctaa acatagtttt 54 0 
ttttagaaac tgaattttta cccagtggaa 60 0 
ttttatccat caaaaattaa aacaaagaaa 660 
ctctaggaat gacttagtga atgtacagtg 720 
gggtgatgcg acttaacagt ctcattgcct 780 
tcccccaaga tatgacgatg agagctcgtt 840 
aaaaaactat tacgtgtttt tatgatatcc 900 
tttttttaac agttttgtca agactttgac 960 
ttctgacact attgacaatg tcaagtcaaa 1020 
ccaacaaaga ttgatctttg ctggtaagca 1080 
caacattcaa aaagaatcca ctttgcactt 1140 
accatctttg aaagctttgg cttccaagta 12 00 
ttatgctaga ttgccaccaa gagctaccaa 1260 
ccaattgcgt ccaaagaaga agttaaaatg 13 2 0 

1321 



<210> 138 
<211> 128 
<212> PRT 

<213> Candida albicans 

<400> 138 

Met Gin He Phe Val Lys Thr Leu Thr Gly Lys Thr He Thr Leu Glu 
15 10 15 

Val Glu Ser Ser Asp Thr He Asp Asn Val Lys Ser Lys He Gin Asp 
20 25 30 

Lys Glu Gly He Pro Pro Asp Gin Gin Arg Leu He Phe Ala Gly Lys 
35 40 45 

Gin Leu Glu Asp Gly Arg Thr Leu Ser Asp Tyr Asn He Gin Lys Glu 
50 55 60 

Ser Thr Leu His Leu Val Leu Arg Leu Arg Gly Gly He He Glu Pro 
65 70 75 80 



140 



Ser Leu Lys Ala Leu Ala Ser Lys Tyr Asn Cys Asp Lys Ser Val Cys 
85 90 95 

Arg Lys Cys Tyr Ala Arg Leu Pro Pro Arg Ala Thr Asn Cys Arg Lys 
100 105 110 

Arg Lys Cys Gly His Thr Asn Gin Leu Arg Pro Lys Lys Lys Leu Lys 
115 120 125 



<210> 139 
<211> 2216 
<212> DNA 

<213> Candida albicans 



<400> 139 

aatattcaac ctgaagttgc agtcaaagcg 
actaacaata gcaccgatgg agcaaaaata 
attgagagcg gtacatcttc tgatccagac 
gatcaagctt ccaacgagtg atgtaatatt 
ctacatattt taaatgtcac taatgtcatt 
ccgtactagt agttaagtat gaacaaattt 
gtttcttgga tgcgcaaacc caccttttct 
ccatcgaaga taaaggaacg taagtttgtc 
agcacttggt tcgtggagaa atgaatgatc 
ataatattac ttctgatgaa gaggatgagc 
aacgaaagag gcaggcctta gtggaacgat 
aggatcctaa ttttgaagcc atcgaggtac 
tggggtctca taatgctaca caacaaggca 
taaggttatc tcaattacag cagcaaccaa 
tggagaaatt tcaaaacgca aagaagaacg 
tgatgaatgc aagagtacat acgttcagta 
caaacgaatt agaaagcttt tcaaatcttt 
acttaaaacg ggctttgcat gagatcaaaa 
ttcgcccacc taaatttcaa gagcctgaat 
gccacaaatc ggacatcaaa tttacatcat 
ccataacgga ctttcagcat acactagatg 
gatattataa tcttcgcctg ggtgatgtga 
ggagaccctc agggcgagga aattttatca 
tcaaatgtat cctggagata ggttcaagta 
aaaagactca caaaaaatgt ggctctccca 
accatagaga agtgcaattt cgtggaacaa 
acgccttggg cgcgcctacg aaagtggact 
aaaacgggtt taatataatc aaaggtactc 
ttaaaaagag ctctcacaat tttacgaata 
aatttcagaa tccagatatg ctggcaaact 
ctaagaaatc gacagcactg agccgcgaac 
gcggattaga agataagagc gtcggagagc 
ccctccagac agggcttatc caacgcctag 
aagtactcaa gtcttctgta tcagggagcg 
aaactgttat aaacgatctc ttgcattaca 
agaacgaatg gttcaagaaa agaagccatc 
ccaaggaaac taaagaaact tctgacggta 



gcgattaact tttccaacgt aaccgatcta 60 
acagaaattg gaagtacatc taaacggcca 12 0 
accaaaaagg ttaaagagag tccagcaaat 180 
aaacaatgta attatataaa tatgaaacat 240 
acagaggaca taaagtgatt tatgacacat 3 00 
tgggtttatt tgccattttt tttcacgcgg 360 
aacaccacta agaaatatca actttatagg 42 0 
aattcaacct cacattttca acgcacatta 480 
ctcgtgaaat tttagcggtt gatccgtaca 540 
aagccatcgc gagagaactt gaatttatgg 600 
taaaaagaaa gcaagaattt aagaaacccc 660 
ctcaatctcc taccaaaaac cgtgtgaaag 720 
caaaattcga aggttcgaat attaatgaag 7 80 
aaccaccagc tagtacaacc acatacttta 840 
aagataaaca aattgccaag tttgaaagca 900 
ccgatgagaa gaaatatgtg ccgataatca 960 
gggttaaaaa gaggtacata cctgaagatg 1020 
tccttcggtt gggcaaactt tttgctaaaa 1080 
acgccaactg ggccaccgta ggcctcatta 1140 
ctgaaaagcc agtcaaattc ttcatgttca 1200 
tttatatctt cgggaaaaag ggtgtagaaa 1260 
tagcaatatt aaacccagaa gtactaccat 1320 
aatccttcaa ccttcgaatt agtcatgact 1380 
gagatttagg ttggtgtccc atagtgaata 1440 
ttaacatatc tcttcataag tgttgcgatt 1500 
gtgctaaaag aattgaatta aatggtgggt 15 6 0 
ctcaaccaag cctatataag gccaaagggg 1620 
gtaagcgcct gtcagaagag gaggaaagac 168 0 
gtaattctgc caaagcattt ttcgacgaga 1740 
tagacaataa aagaaggaaa ataatagaaa 1800 
taggcaaaat tatgagaagg agggaatcca 1860 
gacagaaaat gaaacgaacc acagaaagtg 192 0 
gattcgatcc cactcatgga aaaatttccc 1980 
aacctaagaa caacttactc ggtaaaaaaa 2040 
agaaggaaaa agtcattctc gcaccttcaa 2100 
gcgaagaagt ttggcaaaaa catttcggat 2160 
gtgccagcga tcttgagata atataa 2216 



141 



<210> 140 
<211> 571 
<212> PRT 

<213> Candida albicans 
<400> 140 

Met Asn Asp Pro Arg Glu He Leu Ala Val Asp Pro Tyr Asn Asn He 
15 10 15 

Thr Ser Asp Glu Glu Asp Glu Gin Ala He Ala Arg Glu Leu Glu Phe 
20 25 ' 30 

Met Glu Arg Lys Arg Gin Ala Leu Val Glu Arg Leu Lys Arg Lys Gin 
35 40 45 

Glu Phe Lys Lys Pro Gin Asp Pro Asn Phe Glu Ala He Glu Val Pro 
50 ' 55 60 

Gin Ser Pro Thr Lys Asn Arg Val Lys Val Gly Ser His Asn Ala Thr 
65 70 75 80 

Gin Gin Gly Thr Lys Phe Glu Gly Ser Asn He Asn Glu Val Arg Leu 
85 90 95 

Ser Gin Leu Gin Gin Gin Pro Lys Pro Pro Ala Ser Thr Thr Thr Tyr 
100 105 110 

Phe Met Glu Lys Phe Gin Asn Ala Lys Lys Asn Glu Asp Lys Gin He 
115 120 125 

Ala Lys Phe Glu Ser Met Met Asn Ala Arg Val His Thr Phe Ser Thr 
130 135 140 

Asp Glu Lys Lys Tyr Val Pro He He Thr Asn Glu Leu Glu Ser Phe 
145 150 155 160 

Ser Asn Leu Trp Val Lys Lys Arg Tyr He Pro Glu Asp Asp Leu Lys 
165 170 175 

Arg Ala Leu His Glu He Lys He Leu Arg Leu Gly Lys Leu Phe Ala 
180 185 190 

Lys He Arg Pro Pro Lys Phe Gin Glu Pro Glu Tyr Ala Asn Trp Ala 
195 200 205 

Thr Val Gly Leu He Ser His Lys Ser Asp He Lys Phe Thr Ser Ser 
210 215 220 

Glu Lys Pro Val Lys Phe Phe Met Phe Thr He Thr Asp Phe Gin His 
225 230 235 240 

Thr Leu Asp Val Tyr He Phe Gly Lys Lys Gly Val Glu Arg Tyr Tyr 
245 250 255 

Asn Leu Arg Leu Gly Asp Val lie Ala He Leu Asn Pro Glu Val Leu 
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260 265 270 

Pro Trp Arg Pro Ser Gly Arg Gly Asn Phe lie Lys Ser Phe Asn Leu 
275 280 285 

Arg lie Ser His Asp Phe Lys Cys lie Leu Glu lie Gly Ser Ser Arg 
290 295 300 

Asp Leu Gly Trp Cys Pro lie Val Asn Lys Lys Thr His Lys Lys Cys 
305 310 315 320 

Gly Ser Pro lie Asn lie Ser Leu His Lys Cys Cys Asp Tyr His Arg 
325 330 335 

Glu Val Gin Phe Arg Gly Thr Ser Ala Lys Arg lie Glu Leu Asn Gly 
340 345 350 

Gly Tyr Ala Leu Gly Ala Pro Thr Lys Val Asp Ser Gin Pro Ser Leu 

355 360 365 

Tyr Lys Ala Lys Gly Glu Asn Gly Phe Asn lie lie Lys Gly Thr Arg 
370 375 380 

Lys Arg Leu Ser Glu Glu Glu Glu Arg Leu Lys Lys Ser Ser His Asn 
385 390 395 400 

Phe Thr Asn Ser Asn Ser Ala Lys Ala Phe Phe Asp Glu Lys Phe Gin 
405 410 415 

Asn Pro Asp Met Leu Ala Asn Leu Asp Asn Lys Arg Arg Lys lie lie 
420 425 430 

Glu Thr Lys Lys Ser Thr Ala Leu Ser Arg Glu Leu Gly Lys lie Met 
435 440 445 

Arg Arg Arg Glu Ser Ser Gly Leu Glu Asp Lys Ser Val Gly Glu Arg 
450 455 460 

Gin Lys Met Lys Arg Thr Thr Glu Ser Ala Leu Gin Thr Gly Leu lie 
465 470 475 480 

Gin Arg Leu Gly Phe Asp Pro Thr His Gly Lys lie Ser Gin Val Leu 
485 490 495 

Lys Ser Ser Val Ser Gly Ser Glu Pro Lys Asn Asn Leu Leu Gly Lys 
500 505 510 

Lys Lys Thr Val lie Asn Asp Leu Leu His Tyr Lys Lys Glu Lys Val 
515 520 525 

lie Leu Ala Pro Ser Lys Asn Glu Trp Phe Lys Lys Arg Ser His Arg 

530 535 540 

Glu Glu Val Trp Gin Lys His Phe Gly Ser Lys Glu Thr Lys Glu Thr 
545 550 555 560 



Ser Asp Gly Ser Ala Ser Asp Leu Glu lie lie 
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565 570 



<210> 141 
<211> 1133 
<212> DNA 

<213> Candida albicans 

<400> 141 

gacattttga aaaaattaca tttatagaag tttattataa cgtaacagtt aacaacaaag 
gctcatagtc cgagatcaat ataataaatt attcaaggtt taaggaagaa gttaccatgg 
aaatgactta ctatgaaaag acacctttga ttcgtcaatt tttgaacaat ggtaagacaa 
attcgtggtt ttacgttaag catgagatgt tacaaccagg tggaagtttc aaatcgagag 24 0 
gaatcgggca tttgataagg aagagtaatg aagaagcgct aagcgagggt tctgggaagc 300 
ttgctgtatt ttctagctct gggggaaatg ctggtttagc agcagcaact gcctgcagat 360 
cgatggcact taattgcagt gtagtggttc ctaaaactac aaaacctaga atggtaaaga 420 
aaattcaaag tgcaggagcc aaagtcatta tccatggtga tcattggggg gaagcagatg 480 
aatacttgag gcacgaatga atggcgcaag aaagccaaca tggttcgaag acactatatg 54 0 
tgcacccgtt tgataacgag acaatttggg aaggtcattc tacgattgtg gatgaaatca 600 
tagaacaatt gaaggaaaat gatatatcct tacctagggt gaaagctttg gtttgtagtg 660 
ttggtggtgg tgggctattt agtggcataa ttaaaggcct agataggaat cagcttgctg 72 0 
aaaaaattcc ggtcgttgct gtagaaactg ccggttgtga cgtattgaat aagtctctca 780 
aaaaaggtag tccagttact cttgaaaaat tgacaagtgt tgcaacttct ttggcctccc 840 
catacatagc atcattcgcg tttgagagtt ttaacaagta tggatgtaag tctgtagttt 



60 

120 

180 



900 



tatcagatca agacgttctg gcaacatgct tgagatatgc cgatgactac aattttatag 960 



1020 



tggaaccagc ctgtggagca tccttacatt tatgttatca tccagagatt cttgaagaca 
ttctggaaca aaaaatatat gaggatgata tcgttattat aatcgcatgc ggtggatcat 1080 
gtatgacgta tgaagacttg gtgaaagcgt cgagcacatt aaacgtatca taa 1133 



<210> 142 
<211> 210 
<212> PRT 

<213> Candida albicans 

<400> 142 

Met Ala Gin Glu Ser Gin His Gly Ser Lys Thr Leu Tyr Val His Pro 
15 10 15 

Phe Asp Asn Glu Thr lie Trp Glu Gly His Ser Thr lie Val Asp Glu 
20 25 30 

lie lie Glu Gin Leu Lys Glu Asn Asp lie Ser Leu Pro Arg Val Lys 
35 40 45 

Ala Leu Val Cys Ser Val Gly Gly Gly Gly Leu Phe Ser Gly lie lie 
50 55 60 

Lys Gly Leu Asp Arg Asn Gin Leu Ala Glu Lys lie Pro Val Val Ala 
65 70 75 80 

Val Glu Thr Ala Gly Cys Asp Val Leu Asn Lys Ser Leu Lys Lys Gly 
85 90 95 



Ser Pro Val Thr Leu Glu Lys Leu Thr Ser Val Ala Thr Ser Leu Ala 
100 105 110 
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Ser Pro Tyr lie 
115 

Cys Lys Ser Val 
130 

Arg Tyr Ala Asp 
145 

Ser Leu His Leu 



Gin Lys lie Tyr 
180 

Ser Cys Met Thr 
195 

Val Ser 
210 



Ala Ser Phe Ala 

120 

Val Leu Ser Asp 
135 

Asp Tyr Asn Phe 
150 

Cys Tyr His Pro 
165 

Glu Asp Asp lie 



Tyr Glu Asp Leu 
200 



Phe Glu Ser Phe 



Gin Asp Val Leu 
140 

lie Val Glu Pro 
155 

Glu lie Leu Glu 
170 

Val He lie lie 
185 

Val Lys Ala Ser 



Asn Lys Tyr Gly 
125 

Ala Thr Cys Leu 



Ala Cys Gly Ala 
160 

Asp He Leu Glu 
175 

Ala Cys Gly Gly 
190 

Ser Thr Leu Asn 
205 



<210> 143 
<211> 2549 
<212> DNA 

<213> Candida albicans 



<400> 143 

ccatgaactc 

ccatcacctg 

caagagcgta 

gagtcctcta 

aggactcatc 

ttctggaaat 

ttttttatat 

ctaaagatta 

aaaagcgtat 

cactctccgt 

actcctccaa 

gtattgactt 

ttcttgctaa 

aaagattgat 

tcgacattaa, 

agcacttgcc 

^a.ggagaaaa 

aacaaattgc 

cttatttcaa 

acgttttgag 

ctgataagga 

tattgtctat 

gtggtgaaga 

atggtattga 

aggctaaacg 

atggtatcga 

tattcaagaa 



agcatgtgct 
gccagttggc 
tctagccaaa 
gtttttaccg 
attcatctaa 
ttcacccggc 
aaaggacacg 
acgtgttact 
caaacatacc 
ggtcctgtac 
tgttttagtt 
aggtactact 
tgagcaaggt 
tggtgatgct 
gagattgatc 
atttaatgtg 
gaaggttttt 
cgaagattat 
tgacgcgcaa 
aattgttaat 
acatcaaatt 
tgaaaacggt 
ttttgactat 
tgtgtctgac 
tgccttgtcc 
cttaagtgaa 
gaccttgaag 



actccagtta 
gtatgtacaa 
cggacagctg 
cagccaccag 
ttttgctatg 
gcggcacccg 
aaaagggttc 
gttttacttt 
atgtttttca 
gcccttttcg 
agaggtgccg 
tattcctgtg 
aacagaatca 
gcaaagaacc 
ggtttgaaat 
gttaataaag 
actccagaag 
ttaggcacta 
agacaagcca 
gaaccaaccg 
attgtttatg 
gttttcgaag 
aagatcgttc 
aacaacaagg 
agccaaatgt 
accttgacca 
cctgtcgaga 



atgacttgtt 
agatgcaagc 
tcctcatatg 
ccgcttctcg 
ttagctgcaa 
aggaactgga 
tctggaagat 
tttaaagtcc 
acagactaag 
tggtaatatt 
atgatgtaga 
ttgctgtgat 
ccccatctta 
aagttgctgc 
ataacgacag 
atgggaagcc 
aaatttctgg 
aggttaccca 
ccaaggatgc 
cagccgccat 
atttgggtgg 
tccaagccac 
gtcaattgat 
ccctagctaa 
ccacccgtat 
gagctaagtt 
aggttttgca 



cgtatcgttc 
taccggtgtc 
tttaatatgc 
agcaaagtgt 
ctttctattt 
cagcgtgtcg 
ataaatatgg 
ccaagagtag 
cgctggcaag 
acctttacag 
aaactacgga 
gaaaaatggt 
cgtggcattc 
caatcctcaa 
atctgttcag 
cgctgtagaa 
tatgatcttg 
tgctgtcgtt 
tggtaccatc 
tgcctacggt 
tggtactttc 
ttctggtgat 
aaaagctttc 
attgaagaga 
tgaaattgac 
tgaggaatta 
agattctggt 



atgccataag 
tcatcgtggt 
tgcatagtgt 
agatcccatt 
taatagaacc 
aaaaagttgc 
ctatgtaatt 
tctcaaggga 
ctgctggtac 
aattctttcc 
actgttatcg 
aagactgaaa 
accgatgatg 
aacaccatct 
aaggatatca 
gtaagtgtca 
ggtaagatga 
actgttcctg 
gctggtttga 
ttggataaat 
gatgtctctc 
actcatttag 
aagaagaagc 
gaagctgaaa 
tccttcgttg 
aacctagatc 
ttggaaaaga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 
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aggatgttga tgatatcgtt ttggttggtg 
tgttagaatc atactttgat ggtaagaagg 
ttgcatacgg tgcagccgtt caagctggtg 
ttgttttatt ggatgtcaac gctttgactc 
ctccattaat taagagaaat actgctattc 
ccgttgacaa ccaaccaacc gttatgatca 
aggacaacaa tctattaggt aagtttgaat 
tacctcaaat tgaagtcaca tttgcacttg 
cagataaggg aactggtaaa tccgaatcta 
cccaagaaga gattgataga atggttgaag 
ctatcaaggc caaggttgaa tctagaaaca 
accaagttaa tggtgaccta ggtgaaaaat 
atgctgctaa cgatgtttta gaatggttag 
actttgatga aaagttcgaa tctttgtcca 
acggaggtgc tgatggttct ggtgccgctg 
gtgattattt cgaacacgac gaattgtag 



gttctactag aattccaaag gtccaacaat 1680 
cctccaaggg tattaaccca gatgaagctg 174 0 
tcttatccgg tgaagaaggt gtcgaagata 18 0 0 
ttggtattga aaccactggt ggtgtcatga 1860 
ctacaaagaa atcccaaatt ttctctactg 1920 
aggtatacga gggtgaaaga gccatgtcta 1980 
taaccggcat tccaccagca ccaagaggtg 2040 
acgctaatgg tattctgaag gtgtctgcca 2100 
tcaccatcac taacgataaa ggtagattaa 2160 
aggctgaaaa attcgcttct gaagacgctt 222 0 
aattagaaaa ctacgctcac tctttgaaaa 2280 
tggaagaaga agacaaggaa accttattag 2340 
atgataactt tgaaaccgcc attgctgaag 2400 
aggtcgctta tccaattact tctaagttgt 2460 
attatgacga cgaagatgaa gatgacgatg 2 52 0 

2549 



<210> 144 
<211> 682 
<212> PRT 

<213> Candida albicans 
<400> 144 

Met Phe Phe Asn Arg Leu Ser Ala Gly Lys Leu Leu Val Pro Leu Ser 
15 10 15 

val Val Leu Tyr Ala Leu Phe Val Val lie Leu Pro Leu Gin Asn Ser 
20 25 30 

Phe His Ser Ser Asn Val Leu Val Arg Gly Ala Asp Asp Val Glu Asn 
35 40 45 

Tyr Gly Thr Val He Gly He Asp Leu Gly Thr Thr Tyr Ser Cys Val 
50 55 60 

Ala Val Met Lys Asn Gly Lys Thr Glu He Leu Ala Asn Glu Gin Gly 
65 70 75 80 

Asn Arg He Thr Pro Ser Tyr Val Ala Phe Thr Asp Asp Glu Arg Leu 
85 90 95 

He Gly Asp Ala Ala Lys Asn Gin Val Ala Ala Asn Pro Gin Asn Thr 
100 105 110 

He Phe Asp He Lys Arg Leu He Gly Leu Lys Tyr Asn Asp Arg Ser 
115 120 125 

Val, Gin Lys Asp He Lys His Leu Pro Phe Asn Val Val Asn Lys Asp 
130 135 140 

Gly Lys Pro Ala Val Glu Val Ser Val Lys Gly Glu Lys Lys Val Phe 
145 150 155 160 

Thr Pro Glu Glu He Ser Gly Met He Leu Gly Lys Met Lys Gin He 
165 170 175 
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Ala Glu Asp Tyr Leu Gly Thr Lys Val Thr His Ala Val Val Thr Val 
180 185 190 

Pro Ala Tyr Phe Asn Asp Ala Gin Arg Gin Ala Thr Lys Asp Ala Gly 
195 200 205 

Thr lie Ala Gly Leu Asn Val Leu Arg lie Val Asn Glu Pro Thr Ala 
210 215 220 

Ala Ala lie Ala Tyr Gly Leu Asp Lys Ser Asp Lys Glu His Gin He 
225 230 235 240 

He Val Tyr Asp Leu Gly Gly Gly Thr Phe Asp Val Ser Leu Leu Ser 
245 250 255 

lie Glu Asn Gly Val Phe Glu Val Gin Ala Thr Ser Gly Asp Thr His 

260 ' 265 270 

Leu Gly Gly Glu Asp Phe Asp Tyr Lys He Val Arg Gin Leu He Lys 
275 280 285 

Ala Phe Lys Lys Lys His Gly He Asp Val Ser Asp Asn Asn Lys Ala 
290 295 300 

Leu Ala Lys Leu Lys Arg Glu Ala Glu Lys Ala Lys Arg Ala Leu Ser 
305 310 315 320 

Ser Gin Met Ser Thr Arg He Glu He Asp Ser Phe Val Asp Gly He 
325 330 335 

Asp Leu Ser Glu Thr Leu Thr Arg Ala Lys Phe Glu Glu Leu Asn Leu 
340 345 350 

Asp Leu Phe Lys Lys Thr Leu Lys Pro Val Glu Lys Val Leu Gin Asp 
355 360 365 

Ser Gly Leu Glu Lys Lys Asp Val Asp Asp He Val Leu Val Gly Gly 
370 375 380 

Ser Thr Arg He Pro Lys Val Gin Gin Leu Leu Glu Ser Tyr Phe Asp 
385 390 395 400 

Gly Lys Lys Ala Ser Lys Gly He Asn Pro Asp Glu Ala Val Ala Tyr 
405 410 415 

Gly Ala Ala Val Gin Ala Gly Val Leu Ser Gly Glu Glu Gly Val Glu 
420 425 430 

Asp He Val Leu Leu Asp Val Asn Ala Leu Thr Leu Gly He Glu Thr 
435 440 445 

Thr Gly Gly Val Met Thr Pro Leu He Lys Arg Asn Thr Ala He Pro 
450 455 460 

Thr Lys Lys Ser Gin He Phe Ser Thr Ala Val Asp Asn Gin Pro Thr 
465 470 475 480 
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Val Met He Lys Val Tyr Glu Gly Glu Arg Ala Met Ser Lys Asp Asn 
485 490 495 

Asn Leu Leu Gly Lys Phe Glu Leu Thr Gly He Pro Pro Ala Pro Arg 
500 505 510 

Gly Val Pro Gin He Glu Val Thr Phe Ala Leu Asp Ala Asn Gly He 
515 520 525 

Leu Lys Val Ser Ala Thr Asp Lys Gly Thr Gly Lys Ser Glu Ser He 
530 535 540 

Thr He Thr Asn Asp Lys Gly Arg Leu Thr Gin Glu Glu He Asp Arg 
545 550 555 560 

Met Val Glu Glu Ala Glu Lys Phe Ala Ser Glu Asp Ala Ser He Lys 

565 570 575 

Ala Lys Val Glu Ser Arg Asn Lys Leu Glu Asn Tyr Ala His Ser Leu 
580 585 590 

Lys Asn Gin Val Asn Gly Asp Leu Gly Glu Lys Leu Glu Glu Glu Asp 
595 600 605 

Lys Glu Thr Leu Leu Asp Ala Ala Asn Asp Val Leu Glu Trp Leu Asp 
610 615 620 

Asp Asn Phe Glu Thr Ala He Ala Glu Asp Phe Asp Glu Lys Phe Glu 
625 630 635 640 

Ser Leu Ser Lys Val Ala Tyr Pro He Thr Ser Lys Leu Tyr Gly Gly 
645 650 655 

Ala Asp Gly Ser Gly Ala Ala Asp Tyr Asp Asp Glu Asp Glu Asp Asp 
660 665 670 

Asp Gly Asp Tyr Phe Glu His Asp Glu Leu 
675 680 



<210> 145 
<211> 1253 
<212> DNA 

<213> Candida albicans 
<400> 145 

tacctaagtc aataccgata acagttccgt agttttctac atcatcggca cctctaacta 60 
aaacattgga ggagtggaaa gaattctgta aaggtaatat taccacgaaa agggcgtaca 12 0 
ggaccacgga gagtggtacc agcagcttgc cagcgcttag tctgttgaaa aacatggtat 18 0 
gtttgatacg ctttttccct tgagactact cttggggact ttaaaaaagt aaaacagtaa 240 
cacgttaatc tttagaatta catagccata tttatatctt ccagagaacc cttttcgtgt 300 
cctttatata aaaaagcaac tttttcgaca cgctgtccag ttcctcgggt gccgcgccgg 360 
gtgaaatttc cagaaggttc tattaaaata gaaagttgca gctaacatag caaaattaga 42 0 
tgaatgatga gtcctaatgg gatctacact ttgctcgaga agcggctggt ggctgcggta 4 80 
aaaactagag gactcacact atgcagcata ttaaacatat gaggacagct gtccgtttgg 54 0 
ctagatacgc tcttgaccac gatgagacac cggtagcttg catctttgta catacgccaa 60 0 
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ctggccaggt 
atgctgagtt 
acgtgttcaa 
ctctcaagca 
gcaacggtac 
gtgcggcagg 
gatactttta 
tgttggataa 
tcattgagac 
gtaatagcgt 
aagaacaatg 



gatggcttat 
catggggatc 
agacattact 
attagacatt 
tgtcttgtca 
gtacgagagt 
tgtaagacaa 
aaacacgttt 
ttttggtgat 
cgattgggat 
caaaatgttt 



ggcatgaacg 
gatcagatca 
ctatatgtta 
ggaaaggtgg 
gtaaatcatg 
ataccgggga 
aatgaaaggg 
ccgcctatgg 
gattacagga 
ttgattgact 
aagtttaatg 



atacgaacaa 
aggcgatgtt 
ctgtagaacc 
tgttcggttg 
atacgtgtac 
tcttgaggaa 
cgccaaagcc 
aatggtcaaa 
cttgttttgc 
cccaccaaga 
tacataagaa 



gtcattaact 
gggctcccga 
gtgtataatg 
tggcaacgag 
attagtgccc 
agaagcaata 
acggtccaag 
gtatcttaat 
gaataaagtt 
taatataatc 
atctaaggtt 



ggagtagcac 
ggagttgttg 
tgtgcatctg 
agatttggag 
aagaacaata 
atgctgctga 
agtgacagag 
gaagaagcat 
gacttgtcca 
caagaactgg 
tga 



660 
720 
780 
-840 
900 
960 
1020 
1080 
1140 
1200 
1253 



<210> 146 
<211> 250 
<212> PRT 

<213> Candida albicans 



<400> 146 

Met Gin His lie Lys His Met Arg 
1 5 



Thr Ala Val Arg Leu Ala Arg Tyr 
10 15 



Ala Leu Asp His Asp Glu Thr Pro 
20 



Val Ala Cys lie Phe Val His Thr 

25 30 



Pro Thr Gly Gin Val Met Ala Tyr 
35 40 



Gly Met Asn Asp Thr Asn Lys Ser 
45 



Leu Thr Gly Val Ala His Ala Glu 
50 55 



Phe Met Gly lie Asp Gin lie Lys 
60 



Ala Met Leu Gly Ser Arg Gly Val 
65 70 

Leu Tyr Val Thr Val Glu Pro Cys 
85 



Val Asp Val Phe Lys Asp lie Thr 
75 80 

lie Met Cys Ala Ser Ala Leu Lys 
90 95 



Gin Leu Asp lie Gly Lys Val Val 
100 



Phe Gly Cys Gly Asn Glu Arg Phe 
105 110 



Gly Gly Asn Gly Thr Val Leu Ser 
115 120 



Val Asn His Asp Thr Cys Thr Leu 
125 



Val Pro Lys Asn Asn Ser Ala Ala 
130 135 



Gly Tyr Glu Ser lie Pro Gly lie 

140 



Leu Arg Lys Glu Ala lie Met Leu 
145 150 



Leu Arg Tyr Phe Tyr Val Arg Gin 
155 160 



Asn Glu Arg Ala Pro Lys Pro Arg 
■ 165 



Ser Lys Ser Asp Arg Val Leu Asp 
170 175 



Lys Asn Thr Phe Pro Pro Met Glu 
180 



Trp Ser Lys Tyr Leu Asn Glu Glu 
185 190 



Ala Phe lie Glu Thr Phe Gly Asp 
195 200 



Asp Tyr Arg Thr Cys Phe Ala Asn 
205 
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Lys Val Asp Leu Ser Ser Asn Ser Val Asp Trp Asp Leu He Asp Ser 

210 215 220 

His Gin Asp Asn He He Gin Glu Leu Glu Glu Gin Cys Lys Met Phe 
225 230 235 240 

Lys Phe Asn Val His Lys Lys Ser Lys Val 
245 250 



<210> 147 
<211> 3167 
<212> DNA 

<213> Candida albicans 
<400> 147 

tcccctgatg gtcaaatact gtgcatggca tcccgtgcag tcaaggatgc tttgagacta 60 
gttcatctgc cttcttgtag cgtgttcagc aactggccta ccagcgggac gcctttgggt 120 
aaagttacca gtgtcgcatt ttcgccatct ggtgggctac tggccgtggg taacgaacaa 180 
ggtaaagtga ggctctggaa attaaaccac tactaaattt ccatttatag acaaacttag 240 
atattaaaag caatgtacaa atacatacac aaaatatcac tgtaaaaaaa ttgcgaagaa 300 
acttgaaatt gaatatgatt ctgcccactt ttttcttgct gtcatttata gtcagaaatg 360 
aaaaattgtc cgagaaatta aatataatat atggaaaaaa aggggacatt gagtttaaag 42 0 
aatttgatta aaatgtcctc tcaatatcct ctgtaagagt tatctaaatc tcactttact 480 
tattcatctc gctgggaatt atgcaggcgg tagagagaag gccctcgtta ctctttgacg 54 0 
aatatcaaaa ttctgttact aagcctaatg agacgaagaa taaagaagcc agggtcttgt 600 
cagagaatga cggtgatgtc tccccatctg ttttgaaaca gaaggaaata tcagtcgatg 660 
atatggatat gatttctttg cccacggaat ttgacaggca aatggtttta ggttcaccta 720 
tgtttttcga tcttgaagac gaagaaaaca aaattgatcc acttccttca gtttcccatc 780 
attatggaaa tggagaaagt gacagctttg tctcatcgta cacgccctca aatctgaaaa 840 
cgggtgaaga aactaaagat cttttcatta atccgtttga attggtttct caaatgagaa 900 
aaagatacat tgctgcttcc aaacaagatg gcatttcaaa cataaaaaat gacactgaaa 960 
agtggttttt atacccaaaa ccactgccaa agttttggag atttgaagac gataaacgat 1020 
tccaagatcc ctctgactct gacttaaatg acgatggaga cagtactggg accggagccg 1080 
ctacaccgca ccgccatggc tactattacc caagttactt taccgatcac tactactact 1140 
acacaaaatc tggtttgaaa ggaaaaggaa atataaaagt accatacacc ggtgaatatt 12 00 
tcgatttaga ggattacaaa aaacaataca tttaccattt aagtaatcag gaaaatacgc 1260 
aaaacccact ttcaccttat tctagtaagg aggagtcact agaggaagaa tttttaacag 132 0 
atgtgcctac gtttcaagaa tttagggatg attttgcata cataatagag ttaatccaat 13 8 0 
ctcataaatt caacgaggtt tcacgaaagc gattatctta tttattagat aaatttgaat 1440 
tgtttcagta cctaaactct aagaaagaaa ttttagctaa taaaaatgtt ccctacagag 1500 
atttttataa ttctcgtaag gtagatcgag acttgtcttt aagtggttgt atttctcaac 1560 
gtcaattgag tgaatatata tgggagaaaa taaatttaga acctgaaagg atagtttatc 162 0 
aagacccgga aacgtcaagg aaactcagtt tgagagacat ttttcagttt ggttgttctt 1680 
ctaatgacca acccattgcg attgggttga aattgattga tgatgaattc ttggattggt 174 0 
atagaaatat ttacctaata gattaccatc taactcctaa caaagtagca aagttggtcg 180 0 
gcaaagaaat gaggttttac ctattagcca aagtgtttct ggagtttgat aatttcattg 1860 
aaggtgagta cctagcagaa attttcataa aatacgttat tcatatcctc gaaaaatcaa 192 0 
agtaccaatt ggcccaagta tcagttaatt ttcaattcta ttccagtggt gaagactggt 1980 
acaagaaatt ttctcaatgg ttgctacgat ggaagctagt atcgtataat atccgctgga 2040 
atatacaaat tgccaggatt tttcccaaac tattcaagga aaatgtcgtg tcaaatttcc 2100 
aggagttttt ggatcttatc ttcaatcctt tattcactct ggaaaaggag cagttaccaa 2160 
tagattcatc tgtaaatact gatatcattg gtctgcagtt ttttttatca aatgtgtgtt 2220 
ctatggatct ggtcattaaa gagtcggatg aatattactg gaaagaattt actgatatga 22 80 
attgtaagcc aaaattttgg acagcacagg gtgacaatcc aactgttgcg cattacatgt 2340 
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attatattta 
caatcaccct 
atttatattt 
gtctgctaca 
tctttcaaat 
aatcgacctt 
aaacagccaa 
caaatccttt 
ttctttacaa 
gtatttactt 
gtggctatga 
actttgagga 
taaagcacaa 
ggaacttcgt 



taaaagttta 
aagaaattat 
tacagatcaa 
ggtagaaccg 
acccatttta 
tttgaagaat 
aatcaatcct 
catgaaaatg 
tagttcatac 
gctgaaccca 
aggttggtac 
gaacgtgggt 
cgttccgatg 
tcgggatcac 



gcgaaagtta 
tgttctccac 
gttgaatcgt 
ctttgggata 
gctgcgccat 
aaaaacgtgc 
tctagagata 
tttaagatgg 
acgctagaac 
acagatttgt 
aaggctcatt 
gggatagata 
attagaagaa 
tttggagtaa 



attttctgcg 
tatccagcag 
tagtgtgcaa 
ctgcaacaat 
tatcatctgt 
ttctagaaca 
tcactgtggg 
gactaaaaat 
ctctcattga 
gcgagttgtc 
ggattggcgt 
attggtacga 
gatatagaaa 
ttaactccat 



gtcacaaaat 
aacttcccaa 
cttactgctt 
gattcaatat 
ttcattactg 
tgattatttg 
cgaacaaaga 
ttctttatca 
agaatacagt 
gagaacaagt 
tggagttaaa 
tacagcgaaa 
ggagacattg 
ttggtag 



cttcaaaata 
tttggagtgg 
tgtaatggtg 
ttattttatc 
aattcgcaaa 
aaagaccagg 
tcatatgaga 
tcaaaatcga 
gtagcagcaa 
gtgctatcta 
aaggcgcctt 
gatacctcga 
gatcaagagt 



2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3167 



<210> 148 
<211> 888 
<212> PRT 

<213> Candida albicans 
<400> 148 

Met Gin Ala Val Glu Arg Arg Pro Ser Leu Leu Phe Asp Glu Tyr Gin 
15 10 15 

Asn Ser Val Thr Lys Pro Asn Glu Thr Lys Asn Lys Glu Ala Arg Val 
20 25 30 

Leu Ser Glu Asn Asp Gly Asp Val Ser Pro Ser Val Leu Lys Gin Lys 
35 40 45 

Glu lie Ser Val Asp Asp Met Asp Met lie Ser Leu Pro Thr Glu Phe 
50 55 60 

Asp Arg Gin Met Val Leu Gly Ser Pro Met Phe Phe Asp Leu Glu Asp 
65 70 75 80 

Glu Glu Asn Lys lie Asp Pro Leu Pro Ser Val Ser His His Tyr Gly 
85 90 95 

Asn Gly Glu Ser Asp Ser Phe Val Ser Ser Tyr Thr Pro Ser Asn Leu 
100 105 110 

Lys Thr Gly Glu Glu Thr Lys Asp Leu Phe lie Asn Pro Phe Glu Leu 

115 120 125 

Val Ser Gin Met Arg Lys Arg Tyr lie Ala Ala Ser Lys Gin Asp Gly 
130 135 140 

lie Ser Asn lie Lys Asn Asp Thr Glu Lys Trp Phe Leu Tyr Pro Lys 
145 150 155 160 

Pro Leu Pro Lys Phe Trp Arg Phe Glu Asp Asp Lys Arg Phe Gin Asp 
165 170 175 



Pro Ser Asp Ser Asp Leu Asn Asp Asp Gly Asp Ser Thr Gly Thr Gly 
180 185 190 
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Ala Ala Thr Pro His Arg His Gly Tyr Tyr Tyr Pro Ser Tyr Phe Thr 
195 200 205 

Asp His Tyr Tyr Tyr Tyr Thr Lys Ser Gly Leu Lys Gly Lys Gly Asn 
210 215 220 

lie Lys Val Pro Tyr Thr Gly Glu Tyr Phe Asp Leu Glu Asp Tyr Lys 
225 230 235 240 

Lys Gin Tyr lie Tyr His Leu Ser Asn Gin Glu Asn Thr Gin Asn Pro 
245 250 255 

Leu Ser Pro Tyr Ser Ser Lys Glu Glu Ser Leu Glu Glu Glu Phe Leu 
260 265 270 

Thr Asp Val Pro Thr Phe Gin Glu Phe Arg Asp Asp Phe Ala Tyr lie 
275 280 285 

lie Glu Leu lie Gin Ser His Lys Phe Asn Glu Val Ser Arg Lys Arg 
290 295 300 

Leu Ser Tyr Leu Leu Asp Lys Phe Glu Leu Phe Gin Tyr Leu Asn Ser 

305 310 315 320 

Lys Lys Glu lie Leu Ala Asn Lys Asn Val Pro Tyr Arg Asp Phe Tyr 
325 330 335 

Asn Ser Arg Lys Val Asp Arg Asp Leu Ser Leu Ser Gly Cys lie Ser 
340 345 350 

Gin Arg Gin Leu Ser Glu Tyr lie Trp Glu Lys lie Asn Leu Glu Pro 
355 360 365 

Glu Arg lie Val Tyr Gin Asp Pro Glu Thr Ser Arg Lys Leu Ser Leu 

370 375 380 

Arg Asp lie Phe Gin Phe Gly Cys Ser Ser Asn Asp Gin Pro lie Ala 
385 390 395 400 

lie Gly Leu Lys Leu lie Asp Asp Glu Phe Leu Asp Trp Tyr Arg Asn 
405 410 415 

lie Tyr Leu lie Asp Tyr His Leu Thr Pro Asn Lys Val Ala Lys Leu 

420 425 430 

Val Gly Lys Glu Met Arg Phe Tyr Leu Leu Ala Lys Val Phe Leu Glu 
435 440 445 

Phe Asp Asn Phe lie Glu Gly Glu Tyr Leu Ala Glu lie Phe lie Lys 
450 455 460 

Tyr Val lie His lie Leu Glu Lys Ser Lys Tyr Gin Leu Ala Gin Val 
465 470 475 480 



Ser Val Asn Phe Gin Phe Tyr Ser Ser Gly Glu Asp Trp Tyr Lys Lys 
485 490 495 



■1 Gifl 3 Gi 10 :1 . :1 S is fi, O A 
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Phe Ser Gin Trp Leu Leu Arg Trp Lys Leu Val Ser Tyr Asn lie Arg 
500 505 510 

Trp Asn lie Gin lie Ala Arg lie Phe Pro Lys Leu Phe Lys Glu.Asn 
515 520 525 

Val Val Ser Asn Phe Gin Glu Phe Leu Asp Leu lie Phe Asn Pro Leu 
530 535 540 

Phe Thr Leu Glu Lys Glu Gin Leu Pro lie Asp Ser Ser Val Asn Thr 
545 550 555 560 

Asp lie lie Gly Leu Gin Phe Phe Leu Ser Asn Val Cys Ser Met Asp 
565 570 575 

Leu Val lie Lys Glu Ser Asp Glu Tyr Tyr Trp Lys Glu Phe Thr Asp 
580 585 590 

Met Asn Cys Lys Pro Lys Phe Trp Thr Ala Gin Gly Asp Asn Pro Thr 
595 600 605 

Val Ala His Tyr Met Tyr Tyr lie Tyr Lys Ser Leu Ala Lys Val Asn 

610 615 620 

Phe Leu Arg Ser Gin Asn Leu Gin Asn Thr lie Thr Leu Arg Asn Tyr 
625 630 635 640 

Cys Ser Pro Leu Ser Ser Arg Thr Ser Gin Phe Gly Val Asp Leu Tyr 
645 650 655 

Phe Thr Asp Gin Val Glu Ser Leu Val Cys Asn Leu Leu Leu Cys Asn 
660 665 670 

Gly Gly Leu Leu Gin Val Glu Pro Leu Trp Asp Thr Ala Thr Met lie 
675 680 685 

Gin Tyr Leu Phe Tyr Leu Phe Gin lie Pro lie Leu Ala Ala Pro Leu 
690 695 700 

Ser Ser Val Ser Leu Leu Asn Ser Gin Lys Ser Thr Phe Leu Lys Asn 
705 710 715 720 

Lys Asn Val Leu Leu Glu His Asp Tyr Leu Lys Asp Gin Glu Thr Ala 
725 730 735 

Lys lie Asn Pro Ser Arg Asp lie Thr Val Gly Glu Gin Arg Ser Tyr 
740 745 750 

Glu Thr Asn Pro Phe Met Lys Met Phe Lys Met Gly Leu Lys lie Ser 
755 760 765 

Leu Ser Ser Lys Ser He Leu Tyr Asn Ser Ser Tyr Thr Leu Glu Pro 
770 775 780 

Leu He Glu Glu Tyr Ser Val Ala Ala Ser He Tyr Leu Leu Asn Pro 
785 790 795 800 



i :0 O 3: 0 11 .:i= W . :1= 2; S & CS i 
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Thr Asp Leu Cys 



Glu Gly Trp Tyr 
820 

Pro Tyr Phe Glu 
835 

Ala Lys Asp Thr 

850 

Tyr Arg Lys Glu 
865 

Phe Gly Val He 



Glu Leu Ser Arg 
805 

Lys Ala His Trp 



Glu Asn Val Gly 
840 

Ser He Lys His 
855 

Thr Leu Asp Gin 
870 

Asn Ser He Trp 
885 



Thr Ser Val Leu 
810 

He Gly Val Gly 
825 

Gly He Asp Asn 



Asn Val Pro Met 
860 

Glu Trp Asn Phe 
875 



Ser Ser Gly Tyr 
815 

Val Lys Lys Ala 
830 

Trp Tyr Asp Thr 
845 

He Arg Arg Arg 



Val Arg Asp His 
880 



<210> 149 
<211> 3146 
<212> DNA 

<213> Candida albicans 
<400> 149 

tttttcttcg cacatggctg gttctgctgg aggcggctgg gtgtttatag ttaccgcaat 60 
gcaggtcgct tcgtttactt ttctctgcgt gctcgagaac tgataaatac tggtttagga 12 0 
aaaccgtcca cttatggatt taacaaggag gtgaaaggta ggtaccatgg caatatagct 180 
agcaacgcta cgcactagct gtgtgtgctt gctctcttgt gttcgtcttt cgtatattgc 240 
gggttcccgc ggttaattca acaacaaata tggtatctag gcagggaccc agcaacggaa 300 
ggatgtaatt gctatatagg gccgatgaaa cagttctcat gtttcaactc ggtcgaagaa 360 
ttctctaaaa catattctat acttcaaagt ttttagcttc ttgcttttcg gtagttgcca 42 0 
aaccaatatc ggcataaaat tataattgct gcacccctgc aactccaaac aacttaaaac 480 
aacttaaaac gaaaacgctt atgctggagt ttccaatatc agttctgcta ggatgcctag 540 
tagccgtcaa ggcacaaacc acgtttccaa acttcgagag cgatgtgctg aacgagcata 600 
acaagttcag agcgctacat gttgacacag cgccgctcac ctggtccgac actctggcca 660 
cctatgcgca gaactacgcc gaccaatatg attgttcggg tgtcttaacg cattccgatg 720 
gcccatatgg tgagaacctt gcccttggtt acacagacac gggagcggtg gacgcctggt 78 0 
acggggagat aagcaagtat aattattcaa atcccggatt ttctgaatcc acgggtcact 84 0 
tcacacaggt ggtttggaag tcaaccgccg agattggatg tggttataaa tattgtggta 900 
cgacatggaa caattatatt gtgtgctcct acaaccctcc tggaaactac ctgggtgagt 960 
ttgcagagga agtggaacca cttataagca ctgtttcctc gtcctcatcc tcgtcctctt 1020 
ctacctcaac tacatcagac acagtctcca ccatctcatc cagtattatg cccgctgtag 1080 
cgcaagggta tacaacaacg gtatcgtctg cggctagcag cagttcttta aaatcgacga 1140 
ccataaaccc tgccaagacc gctaccctca ctgcgtcctc ttctaccgta attactagta 12 0 0 
gcacagaatc agttggatcc tccactgtct catcagcctc aagctcttct gtcactactt 1260 
cctatgctac ctcctcgagt accgtcgtct ctagtgatgc tacttcatcc actaccacca 1320 
cctcatcggt tgctacatcg tccagtacca cttcttccga ccctacctcg agcactgctg 1380 
ctgcttcttc ttctgatcct gcctcaagtt ccgctgccgc ttcctccagc gcgagtaccg 1440 
agaacgccgc ttcttctagc agcgccatct cgagctcttc atcaatggtt tctgctcctt 1500 
tgagtagtac tcttactact tccaccgcaa gctccagaag tgtaacttcc aattcagtta 1560 
attctgttaa gtttgcaaac acaactgtgt tttctgctca aacaacctct tctgtaagcg 162 0 
cctcattatc atcatctgta gctgctgacg atattcaggg tagcacttcc aaggaggcca 1680 
caagctcagt ttccgaacat actagtatag taactagtgc aactaatgct gcccaatatg 1740 
caacgagact tgggtcatct tccagaagtt cttccggggc cgtctcttcc tcagctgtgt 1800 
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cgcaatctgt tctgaattcc gttatagccg 
gtagcacagc ccataccaca aaggacaccg 
tcacttcgga aactgctcag gcttcaagtt 
ccacatcgag tagcatttac tccaacagtg 
ctgccgaata cgccattaca tccgagcaat 
caaattgctc tagtatcgtg aagaccacaa 
cagccattac taagagtact acaaccttgg 
ctaccgcagt aaccatagat cccacattgg 
acaatgctaa acacacctct acatatggat 
tacgcacaac caccagtatt agtgtctcaa 
cttccgagag cgattattcc gatagtccta 
aaagcaatct gatcacaaac accatcacag 
cctccgctgc ttcttctaca gatgagacgg 
gcactttgaa cggcgcctca acccaaacca 
acacggtggt tccagcttct tctttccctt 
acactgcctt ttctagtatc tacactgaag 
aaacatcttc tctcgctagc gatttcgcca 
tcaaatccac ctcaaacgaa ggcacctctt 
ctacactgta tgccaagccc tccagcacaa 
acggtcgttc aactaccagc caacaagacg 
tctacactca actaaaagaa ggcacatcaa 
ctgcaacacc tctttccatt ttccagtgca 
tcgtagctgt tctgttcgcc ttctag 



tcaacaccga cgtatctgta acctcagtta 1860 
ccaccacttc agtaaccgcc tcagaaagta 1920 
caacagagaa gaatattagt aacagtgccg 1980 
cttctgtgtc aggacacggt gtaacatacg 2040 
cctctgcgct tgccacatct gtgcctgcta 2100 
ctttagaaaa ttcgagtacc acaaccatca 2160 
ccactactgc taacaactcc acaagggcag 2220 
accctaccga caactcagct agtccaaccg 22 80 
cttcttccac aggcgcatct ttagatagct 2340 
gcaacaccac acagttagtc tctacctgca 24 00 
gcttcgccat ctccactgcc accaccactg 2460 
cttcttgtag tacggatagt aatttcccta 2520 
ccttcactag aacaatctcg acatcttgta 2580 
gtgagctaac cacatcgcct atgaaaacca 264 0 
caactacaac cacttgtcta gaaaatgatg 2700 
tcaacgccgc aactatcatt aaccccggag 2760 
catctgaaaa gccaaacgag cccacttctg 2820 
ccacaacaac aacctaccaa cagactgttg 2880 
gcctaggtgc aagaacaact actggtagca 2 940 
ggtctgccat gcatcagcca acttcctcga 3000 
ccaccgcaaa actttctgca tacgaaggtg 3060 
atagtctagc tggaacgatt gccgcttttg 312 0 

3146 



<210> 150 
<211> 881 
<212> PRT 

<213> Candida albicans 

<400> 150 

Met Leu Glu Phe Pro He Ser Val Leu Leu Gly Cys Leu Val Ala Val 
1 5 10 15 

Lys Ala Gin Thr Thr Phe Pro Asn Phe Glu Ser Asp Val Leu Asn Glu 
20 25 30 

His Asn Lys Phe Arg Ala Leu His Val Asp Thr Ala Pro Leu Thr Trp 
35 40 45 

Ser Asp Thr Leu Ala Thr Tyr Ala Gin Asn Tyr Ala Asp Gin Tyr Asp 
50 55 60 

Cys Ser Gly Val Leu Thr His Ser Asp Gly Pro Tyr Gly Glu Asn Leu 
65 70 75 80 

Ala Leu Gly Tyr Thr Asp Thr Gly Ala Val Asp Ala Trp Tyr Gly Glu 
85 90 95 

He Ser Lys Tyr Asn Tyr Ser Asn Pro Gly Phe Ser Glu Ser Thr Gly 
100 105 110 

His Phe Thr Gin Val Val Trp Lys Ser Thr Ala Glu He Gly Cys Gly 
115 120 125 



Tyr Lys Tyr Cys Gly Thr Thr Trp Asn Asn Tyr He Val Cys Ser Tyr 
130 135 140 



.1 
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Asn Pro Pro Gly Asn Tyr Leu Gly Glu Phe Ala Glu Glu Val Glu Pro 
145 150 155 . 160 

Leu lie Ser Thr Val Ser Ser Ser Ser Ser Ser Ser Ser Ser Thr Ser 
165 170 175 

Thr Thr Ser Asp Thr Val Ser Thr lie Ser Ser Ser lie Met Pro Ala 
180 185 190 

Val Ala Gin Gly Tyr Thr Thr Thr Val Ser Ser Ala Ala Ser Ser Ser 
195 200 205 

Ser Leu Lys Ser Thr Thr lie Asn Pro Ala Lys Thr Ala Thr Leu Thr 
210 215 220 

Ala Ser Ser Ser Thr Val lie Thr Ser Ser Thr Glu Ser Val Gly Ser 
225 230 235 240 

Ser Thr Val Ser Ser Ala Ser Ser Ser Ser Val Thr Thr Ser Tyr Ala 
245 250 255 

Thr Ser Ser Ser Thr Val Val Ser Ser Asp Ala Thr Ser Ser Thr Thr 

260 265 270 

Thr Thr Ser Ser Val Ala Thr Ser Ser Ser Thr Thr Ser Ser Asp Pro 
275 280 285 

Thr Ser Ser Thr Ala Ala Ala Ser Ser Ser Asp Pro Ala Ser Ser Ser 
290 295 300 

Ala Ala Ala Ser Ser Ser Ala Ser Thr Glu Asn Ala Ala Ser Ser Ser 
305 310 315 320 

Ser Ala lie Ser Ser Ser Ser Ser Met Val Ser Ala Pro Leu Ser Ser 
325 330 335 

Thr Leu Thr Thr Ser Thr Ala Ser Ser Arg Ser Val Thr Ser Asn Ser 
340 345 350 

Val Asn Ser Val Lys Phe Ala Asn Thr Thr Val Phe Ser Ala Gin Thr 
355 360 365 

Thr Ser Ser Val Ser Ala Ser Leu Ser Ser Ser Val Ala Ala Asp Asp 
370 375 380 

lie Gin Gly Ser Thr Ser Lys Glu Ala Thr Ser Ser Val Ser Glu His 
385 390 395 400 

Thr Ser lie Val Thr Ser Ala Thr Asn Ala Ala Gin Tyr Ala Thr Arg 
405 410 415 

Leu Gly Ser Ser Ser Arg Ser Ser Ser Gly Ala Val Ser Ser Ser Ala 
420 425 430 

Val Ser Gin Ser Val Leu Asn Ser Val lie Ala Val Asn Thr Asp Val 
435 440 445 
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Ser Val Thr Ser Val Ser Ser Thr Ala His Thr Thr Lys Asp Thr Ala 
450 455 460 

Thr Thr Ser Val Thr Ala Ser Glu Ser lie Thr Ser Glu Thr Ala Gin 
465 470 475 480 

Ala Ser Ser Ser Thr Glu Lys Asn lie Ser Asn Ser Ala Ala Thr Ser 
485 490 495 

Ser Ser lie Tyr Ser Asn Ser Ala Ser Val Ser Gly His Gly Val Thr 
500 505 510 

Tyr Ala Ala Glu Tyr Ala lie Thr Ser Glu Gin Ser Ser Ala Leu Ala 
515 520 525 

Thr Ser Val Pro Ala Thr Asn Cys Ser Ser lie Val Lys Thr Thr Thr 
530 535 540 

Leu Glu Asn Ser Ser Thr Thr Thr lie Thr Ala lie Thr Lys Ser Thr 
545 550 555 560 

Thr Thr Leu Ala Thr Thr Ala Asn Asn Ser Thr Arg Ala Ala Thr Ala 
565 570 575 

Val Thr lie Asp Pro Thr Leu Asp Pro Thr Asp Asn Ser Ala Ser Pro 
580 585 590 

Thr Asp Asn Ala Lys His Thr Ser Thr Tyr Gly Ser Ser Ser Thr Gly 
595 600 605 

Ala Ser Leu Asp Ser Leu Arg Thr Thr Thr Ser lie Ser Val Ser Ser 
610 615 620 

Asn Thr Thr Gin Leu Val Ser Thr Cys Thr Ser Glu Ser Asp Tyr Ser 
625 630 635 640 

Asp Ser Pro Ser Phe Ala lie Ser Thr Ala Thr Thr Thr Glu Ser Asn 
645 650 655 

Leu lie Thr Asn Thr lie Thr Ala Ser Cys Ser Thr Asp Ser Asn Phe 
660 665 670 

Pro Thr Ser Ala Ala Ser Ser Thr Asp Glu Thr Ala Phe Thr Arg Thr 

675 680 685 

lie Ser Thr Ser Cys Ser Thr Leu Asn Gly Ala Ser Thr Gin Thr Ser 
690 695 700 

Glu Leu Thr Thr Ser Pro Met Lys Thr Asn Thr Val Val Pro Ala Ser 
705 710 715 720 

Ser Phe Pro Ser Thr Thr Thr Thr Cys Leu Glu Asn Asp Asp Thr Ala 
725 730 735 

Phe Ser Ser lie Tyr Thr Glu Val Asn Ala Ala Thr lie lie Asn Pro 
740 745 750 
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Gly Glu Thr Ser 
755 

Asn Glu Pro Thr 
770 

Thr Thr Thr Thr 
785 

Ser Ser Thr Ser 



Ser Thr Thr Ser 
820 

Ser lie Tyr Thr 
835 

Ser Ala Tyr Glu 
850 

Ser Leu Ala Gly 
865 

Phe 



Ser Leu Ala Ser 
760 

Ser Val Lys Ser 
775 

Tyr Gin Gin Thr 
790 

Leu Gly Ala Arg 
805 

Gin Gin Asp Gly 



Gin Leu Lys Glu 
840 

Gly Ala Ala Thr 
855 

Thr lie Ala Ala 
870 



Asp Phe Ala Thr 



Thr Ser Asn Glu 
780 

Val Ala Thr Leu 
795 

Thr Thr Thr Gly 
810 

Ser Ala Met His 
825 

Gly Thr Ser Thr 



Pro Leu Ser lie 
860 

Phe Val Val Ala 
875 



Ser Glu Lys Pro 
765 

Gly Thr Ser Ser 



Tyr Ala Lys Pro 
800 

Ser Asn Gly Arg 
815 

Gin Pro Thr Ser 
830 

Thr Ala Lys Leu 
845 

Phe Gin Cys Asn 



Val Leu Phe Ala 
880 



<210> 151 

<211> 830 

<212> DNA 

<213> Candida albicans 



<400> 151 

ttgcattatc 

gtagagcaat 

gtgaagtttt 

tccccagtgg 

caatgaagca 

tttgccttca 

ctctgaagaa 

tctcagatga 

aataatacat 

acgccaggac 

agcttgctga 

cttgcggtaa 

ccgaaactgt 

ctactgttga 



aactataatt 
ctttcctttc 
gctcaatcta 
ctgggcattt 
tcjccttcctt 
agtgttttgt 
aatgaatgag 
gcagatggga 
acttacaaac 
acaattggat 
attgacaaag 
atcgtttatc 
tcttctggat 
aaaaacaata 



ccatttccta 
tcaacatccc 
tttgtttccg 
aatgagtaga 
aatgatggca 
tcttatttag 
tttaaagata 
attaaagaac 
atgtcacaga 
atggtcaatc 
aaagaactag 
ttacaggata 
caaagaaaaa 
gacaatctaa 



gaggagtttt 
tatttagtga 
taggagtgtt 
atcggggcag 
gcattccgta 
ccttttcctt 
tagcaattaa 
tatctacaga 
tagcacaaga 
agcagctagc 
agtcttatcc 
aatccaaata 
cattaaagat 
aggcattgat 



tatagtcctg 
caccttttcc 
attctcaatc 
tttcaatctt 
ttctcttttg 
taccttaatt 
aaagtaacag 
gctctttact 
aatgacagtg 
atatttggac 
aacggacaaa 
cgttaatgat 
aaagaagaac 
gaagaattaa 



ccatctaatt 
caaaacttct 
gtgttgtctg 
atggaattca 
tagggtttcg 
tttttctttt 
tgaagaaatt 
aaattgaatc 
agcttaagaa 
agacaagaaa 
gtatggagat 
ttatcacatg 
tatttagaaa 



60 

120 

180 

240 

3 00 

360 

420 

480 

540 

600 

660 

720 

780 

830 



<210> 152 
<211> 109 
<212> PRT 

<213> Candida albicans 
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<400> 152 
Met Ser Gin He 
1 

Thr Gin Leu Asp 
20 

Glu Lys Leu Ala 
35 

Asp Lys Val Trp 
50 

Ser Lys Tyr Val 
65 

Gin Arg Lys Thr 



Glu Lys Thr He 
100 



Ala Gin Glu Met 
5 

Met Val Asn Gin 



Glu Leu Thr Lys 
40 

Arg Ser Cys Gly 

55 

Asn Asp Leu Ser 
70 

Leu Lys He Lys 
85 

Asp Asn Leu Lys 



Thr Val Ser Leu 
10 

Gin Leu Ala Tyr 
25 

Lys Glu Leu Glu 



Lys Ser Phe He 
60 

His Ala Glu Thr 
75 

Lys Asn Tyr Leu 
90 

Ala Leu Met Lys 
105 



Arg Asn Ala Arg 
15 

Leu Asp Arg Gin 
30 

Ser Tyr Pro Thr 
45 

Leu Gin Asp Lys 



Val Leu Leu Asp 
80 

Glu Thr Thr Val 
95 

Asn 



<210> 153 
<211> 1478 
<212> DNA 

<213> Candida albicans 

<400> 153 

aatagttctt ctttatcttt aatgtttttc 
ataaatcatt aacgtatttg gatttatcct 
atactttgtc cgttggataa gactctagtt 
gtctgtccaa atatgctagc tgctgattga 
agctcactgt catttcttgt gctatctgtg 
atttagtaaa gagctctgta gatagttctt 
ttcactgtta ctttttaatt gctatatctt 
aaaaaattaa ggtaaaggaa aaggctaaat 
cctacaaaag agaatacgga atgctgccat 
ccataagatt gaaactgccc cgattctact 
acacgattga gaataacact cctacggaaa 
tttgggaaaa ggtgtcacta aatagggatg 
atggcaggac tataaaaact cctctaggaa 
tcttagcata cctattaaaa ctggagtggt 
actctttgcc actaacttca ttagtggcaa 
ctggctgtga ccctcaatta gttgcaaaga 
agttgttaag atatttagat accgatactt 
aaggaagatt acgcaatgcg caaaatgagt 
agtttttacg caacttttca tccgagtcta 
tccatgggtt acgaggcaat cagcagtcgg 
tgagcagctt atcaccatgg gatcttgcaa 
ccttcatttg cggcgtgcta ttattagaaa 
ccttgaaaac tgatatggat aatattgtac 
ttgaaaagtg gggagaggtt gaagatactc 
aaattcatac tgctgcgatt gctgctttta 



tttgatccag aagaacagtt tcggcatgtg 60 
gtaagataaa cgatttaccg caagatctcc 120 
ctttctttgt caattcagca agcttttctt 180 
ccatatccaa* ttgtgtcctg gcgtttctta 240 
acatgtttgt aagtatgtat tattgattca 300 
taattcccat ctgctcatct gagaaatttc 360 
taaactcatt cattttcttc agagaaaaga 420 
aagaacaaaa cacttgaagg caaacgaaac 480 
cattaaggaa gggatgcttc attgtgaatt 540 
cattaaatgc ccagccactg gggacagaca 600 
caaatagatt gagcaaaact tcacagaagt 66 0 
ttgagaaagg aaagattgct ctacaattag 72 0 
atggaattat agttgataat gcaaagtctc 780 
cgtccctatc cagtctttcc atcaaaactc 840 
gatgcataga tttacaaatg acaaatgagc 900 
ttggaggcaa cagtgatgtt ataaaaaatc 960 
tattggtctt ttcccctatg aatgagtttg 102 0 
tatatatacc catcatcaaa ggaatggaag 1080 
atattcgact acaaatttta gatgccgaca 1140 
atatcgttaa gaatgcagca aaaaaatata 1200 
ttcttgaaaa aactgtatta accacaaagt 1260 
ataaaaaaga tactgcgaac ttaattcccg 132 0 
gtgccgccac cttagaaaca atcttccaag 1380 
atgacgttga caaaagagac atcagaagaa 144 0 
agcaataa ^ 1478 
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<210> 154 
<211> 325 
<212> PRT 

<213> Candida albicans 
<400> 154 

Met Leu Pro Ser Leu Arg Lys Gly Cys Phe lie Val Asn Ser lie Arg 
1 5 10 , 15 

Leu Lys Leu Pro Arg Phe Tyr Ser Leu Asn Ala Gin Pro Leu Gly Thr 
20 25 30 

Asp Asn Thr lie Glu Asn Asn Thr Pro Thr Glu Thr Asn Arg Leu Ser 
35 40 45 

Lys Thr Ser Gin Lys Phe Trp Glu Lys Val Ser Leu Asn Arg Asp Val 

50 55 60 

Glu Lys Gly Lys lie Ala Leu Gin Leu Asp Gly Arg Thr lie Lys Thr 
65 70 75 80 

Pro Leu Gly Asn Gly lie lie Val Asp Asn Ala Lys Ser Leu Leu Ala 
85 90 95 

Tyr Leu Leu Lys Leu Glu Trp Ser Ser Leu Ser Ser Leu Ser lie Lys 
100 105 110 

Thr His Ser Leu Pro Leu Thr Ser Leu Val Ala Arg Cys lie Asp Leu 
115 120 125 

Gin Met Thr Asn Glu Pro Gly Cys Asp Pro Gin Leu Val Ala Lys lie 
130 135 140 

Gly Gly Asn Ser Asp Val lie Lys Asn Gin Leu Leu Arg Tyr Leu Asp 
145 150 155 160 

Thr Asp Thr Leu Leu Val Phe Ser Pro Met Asn Glu Phe Glu Gly Arg 

165 170 175 

Leu Arg Asn Ala Gin Asn Glu Leu Tyr lie Pro lie lie Lys Gly Met 
180 185 190 

Glu Glu Phe Leu Arg Asn Phe Ser Ser Glu Ser Asn lie Arg Leu Gin 
195 200 205 

lie Leu Asp Ala Asp lie His Gly Leu Arg Gly Asn Gin Gin Ser Asp 
210 215 220 

lie Val Lys Asn Ala Ala Lys Lys Tyr Met Ser Ser Leu Ser Pro Trp 
225 230 235 240 

Asp Leu Ala lie Leu Glu Lys Thr Val Leu Thr Thr Lys Ser Phe lie 
245 250 255 



Cys Gly Val Leu Leu Leu Glu Asn Lys Lys Asp Thr Ala Asn Leu lie 
260 265 270 
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Pro Ala Leu Lys Thr 
275 

Glu Thr lie Phe Gin 
290 

Asp Val Asp Lys Arg 
305 

Ala Ala Phe Lys Gin 
325 



Asp Met Asp Asn lie Val 
280 

Val Glu Lys Trp Gly Glu 
295 

Asp lie Arg Arg Lys lie 
310 315 



Arg Ala Ala Thr Leu 
285 

Val Glu Asp Thr His 
300 

His Thr Ala Ala lie 
320 



<210> 155 
<211> 2336 
<212> DNA 

<213> Candida albicans 



<400> 155 

gcaagtcagt 

ggcgatgttt 

agaggtacgt 

tgtgtaatct 

atttttaaaa 

ctgtattgat 

ttcttggctt 

ttgaaataaa 

gacagtacgc 

cgatagaagg 

aaagcaaaac 

atacaatact 

ttggaacgac 

gcactgtatc 

gtctttatct 

ttttttcaag 

acaggtatga 

agatagatec 

acatatctaa 

tgaaccctga 

ccgaaggtaa 

ctggagattt 

cgaaggatgt 

aatcttgtct 

acctacaatt 

tagacagaaa 

cgccttcaaa 

ctgttattcg 

atagcagttg 

ataatgaatt 

cgagagaggt 

gtcggtggtc 

tccaactgcg 

tcaaaattcg 

tacgtgtccc 

aggacgctga 

tatcgcactc 



acgatgcatc 
accattataa 
gtgctagtga 
tgcaatttag 
aaaaattaga 
gcattttcct 
tttttttttc 
gaacaattac 
gcaaactatt 
tataatatat 
aaagatcatc 
caataacatt 
aggtccatac 
tatcttcagg 
cagattgaaa 
ctacgattat 
cgaagttcat 
tgctgaagtc 
tatattaatt 
tagtttatct 
tcatcaggtc 
tgaaatctgt 
aaaactagaa 
tcaaaattat 
taagaaggcc 
tattccaaca 
tactggttgt 
tgaagacttt 
tgaatccttc 
ttttaacaac 
ggtaataaca 
aaattactca 
catgggaaac 
tttgtgtgac 
gctcggcgca 
caagttgctt 
aaacaatcaa 



cttggatcaa 

aataggtcac 
tttcaaacaa 
aaaagcaaat 
tatgcttagt 
attttcgtaa 
gaacggtgaa 
atggagatat 
gcctgtgagg 
aatgctgcta 
tcagatatac 
caaacaattc 
aaatgtacga 
agctaccaga 
gctttcgggg 
tacatatcga 
attaaaaggg 
gaaatttttc 
atatctacag 
ctagaattgg 
cgtattgacg 
ataatcagtc 
gagagaaggg 
aacaatttca 
gatgatttta 
tcattacaca 
tatgatagct 
agtggcgccg 
cagtcacctc 
gatgaaaata 
tggcaaaaaa 
ttcattgtgg 
gatataaaat 
ataatgtgca 
cgggtattaa 
gatgctactg 



gaaggtgagt 
ttggctgcct 
atgtaccaga 
gatccttgta 
ataattcagg 
gacgcgtttt 
agggtcttaa 
gctgctattt 
tcaaggaaga 
tgtatgaccc 
aattaattat 
aagcctatct 
tttcagaaag 
tagagggagg 
agctcttaaa 
ttgcatacaa 
acggcactta 
aacattttag 
atttgctcga 
cttcagcaga 
ggagaagttt 
acgcgggagc 
tggatgaagt 
cagcaaatga 
atgaagataa 
cgctagcttc 
ggtctaaacc 
ctctaaatga 
aaagtatctt 
attatttttc 
cgataatatc 
tttcaccgca 
cttatgattc 
gtatacaatc 
gcgtcactgg 
gcttttatac 
caagtccact 



ctggaaacgg 
ccttcaaggg 
aaatcaagaa 
tttatataaa 
tcccacttgg 
cgcgcgtcag 
aaggattaaa 
tggttattat 
agaagaagaa 
tgtaccccgt 
agaaacgcat 
ttctacttgg 
tatttctctc 
ttttccacat 
cgatgcagga 
ccttgtaaat 
ctcattagtt 
gcttacaatt 
tggattagca 
aacaatcttt 
aatgtttcca 
tgtcataaca 
ttcctgggta 
cagttcattt 
taatgggcta 
tacaaaccgt 
cttgcatatc 
gcgtatatct 
atcagactac 
agaacacata 
tttggaaaat 
tcaattacag 
tgattataac 
cacagagcaa 
tatcttgaat 
cactgaccac 
ttcgtcagtt 



tgcttctaat 
atgtagatca 
atcttagatg 
caaagatata 
aataatggca 
tttcaagttt 
aaatgcagta 
acccttccag 
gctttttcgg 
catttacata 
ctttcatatt 
cttagggatc 
atgtttgacc 
ttgatcgcac 
ttaaagaatt 
tgctctgaat 
gcatcgatga 
ccgaaattta 
ttttttaagg 
cgcagtatct 
ttgttgagga 
tttacagaag 
atgcagtgga 
atcaaaacac 
ggactaattg 
caaagtcccc 
cctttatcat 
aaagacggag 
gattttcatg 
gacaataact 
acccaagtaa 
gtctctatta 
cttcatcagt 
gacatacaaa 
attaggacga 
acggaagctg 
tcatcagcaa 



60 

120 

180 

240 

300 

360 

420 

480 

54 0 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 



i ofj3Qi o i 111 Asia l&Q ± 



161 



tggatctcaa gcattcatta cagaaatgtt cctctacaat aatgccccaa gagttgacgc 2280 
aggacgtcat cggttcaaaa tcagacctaa tcagtaatat tcgtcaaaaa atataa 2336 

<210> 156 
<211> 611 
<212> PRT 

<213> Candida albicans 
<400> 156 

Met Glu lie Phe Lys Glu Glu Glu Glu Glu Ala Phe Ser Ala lie Glu 
1-5 .10 15 

Gly lie lie Tyr Ala Cys Glu Val Tyr Asp Pro Val Pro Arg His Leu 
20 25 30 

His Lys Ser Lys Thr Lys lie lie Asn Ala Ala Lys Leu lie lie Glu 
35 40 45 

Thr His Leu Ser Tyr Tyr Thr lie Leu Asn Asn lie Ser Asp lie Gin 
50 55 60 

Ala Tyr Leu Ser Thr Trp Leu Arg Asp Leu Gly Thr Thr Gly Pro Tyr 
65 70 75 80 

Gin Thr He Leu Ser Glu Ser He Ser Leu Met Phe Asp Arg Thr Val 
85 90 95 

Ser He Phe Arg Lys Cys Thr He Glu Gly Gly Phe Pro His Leu He 
100 105 110 

Ala Arg Leu Tyr Leu Arg Leu Lys Ser Tyr Gin Lys Leu Leu Asn Asp 
115 120 125 

Ala Gly Leu Lys Asn Phe Phe Ser Ser Tyr Asp Tyr Ala Phe Gly Val 
130 135 140 

Ala Tyr Asn Leu Val Asn Cys Ser Glu Tyr Arg Tyr Asp Glu Val His 
145 150 155 160 

Tyr He Ser Asn Gly Thr Tyr Ser Leu Val Ala Ser Met Lys He Asp 
165 170 175 

Pro Ala Glu Val He Lys Arg Glu His Phe Arg Leu Thr He Pro Lys 
180 185 190 

Phe Asn He Ser Asn He Leu He Glu He Phe His Leu Leu Asp Gly 
195 200 205 

Leu Ala Phe Phe Lys Val Asn Pro Asp Ser Leu Ser He Ser Thr Ala 
210 215 220 

Ser Ala Glu Thr He Phe Arg Ser He Ser Glu Gly Asn His Gin Val 
225 230 235 240 



Leu Glu Leu Gly Arg Ser Leu Met Phe Pro Leu Leu Arg Thr Gly Asp 
245 250 255 



If 
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Phe Glu lie Cys Arg lie Asp Asp Ala Gly Ala Val lie Thr Phe Thr 

260 265 270 

Glu Ala Lys Asp Val Lys Leu Glu lie He Ser Leu Asp Glu Val Ser 
275 280 285 

Trp Val Met Gin Trp Lys Ser Cys Leu Gin Asn Tyr Glu Arg Arg Ala 
290 295 300 

Ala Asn Asp Ser Ser Phe He Lys Thr His Leu Gin Phe Lys Lys Ala 
305 310 315 320 

Asn Asn Phe Asn Glu Asp Asn Asn Gly Leu Gly Leu He Val Asp Arg 
325 330 335 

Asn He Pro Thr Asp Asp Phe Thr Leu Ala Ser Thr Asn Arg Gin Ser 
340 345 350 

Pro Pro Pro Ser Asn Thr Gly Cys Ser Leu His Arg Ser Lys Pro Leu 
355 360 365 

His He Pro Leu Ser Ser Val He Arg Glu Asp Phe Tyr Asp Ser Ser 
370 375 380 

Leu Asn Glu Arg He Ser Lys Asp Gly Asp Ser Ser Cys Glu Ser Phe 
385 390 395 400 

Ser Gly Ala Glu Ser He Leu Ser Asp Tyr Asp Phe His Asp Asn Glu 
405 410 415 

Phe Phe Asn Asn Gin Ser Pro His Tyr Phe Ser Glu His He Asp Asn 
420 425 430 

Asn Ser Arg Glu Val Val He Thr Asp Glu Asn Thr He He Ser Leu 
435 440 445 

Glu Asn Thr Gin Val Ser Arg Trp Ser Asn Tyr Ser Trp Gin Lys He 
450 455 460 

Ser Pro His Gin Leu Gin Val Ser He He Gin Leu Arg Met Gly Asn 
465 470 475 480 

Phe He Val Ala Tyr Asp Ser Asp Tyr Asn Leu His Gin Phe Lys He 
485 490 495 

Arg Leu Cys Asp Asp He Lys Cys He Gin Ser Thr Glu Gin Asp He 
500 505 510 

Gin He Arg Val Pro Leu Gly Ala He Met Cys Ser Val Thr Gly He 
515 520 525 

Leu Asn He Arg Thr Lys Asp Ala Asp Lys Leu Leu Arg Val Leu Ser 
530 535 540 



Phe Tyr Thr Thr Asp His Thr Glu Ala Val 
545 550 



Ser His Ser Asn Asn Gin 
555 560 
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Asp Ala Thr Ala 



Lys His Ser Leu 
580 

Thr Gin Asp Val 
595 

Gin Lys lie 
610 



Ser Pro Leu Ser 
565 

Gin Lys Cys Ser 



lie Gly Ser Lys 
600 



Ser Val Ser Ser 
570 

Ser Thr lie Met 
585 

Ser Asp Leu lie 



Ala Met Asp Leu 
575 

Pro Gin Glu Leu 
590 

Ser Asn lie Arg 
605 



<210> 157 
<211> 2960 
<212> DNA 

<213> Candida albicans 



<400> 157 

tcttgcaacc 

cagatgccaa 

gtaagccttt 

cgggtgataa 

cgcgacgcga 

ttgaacattg 

tgtatgcgtg 

ttactactga 

acaggcgcac 

tggacacgga 

acgagagtga 

catattcgaa 

cagctttgtc 

aggaagaagg 

atgaaaatga 

ctatttctct 

atacatcctc 

cgggcctcgt 

cagaaacacc 

tttcgagttc 

acaataattt 

ccatccatgt 

atcgtcacaa 

ctccacaaac 

ttttgaaaaa 

cggacgagaa 

ctcaacctta 

caacaagacg 

tgtcactctc 

ccaccgattc 

caaatccaga 

agttttccac 

ccattaaacc 

acgaggtaac 

tcagttcctg 

atttggatgg 



atcgtcctct 

catgtgggag 

ctaacattct 

cgacgcgaaa 

aaaaaatgca 

gcgtgcccct 

tgttaactat 

acaggtctta 

acgagaacag 

gaacctccag 

tgattttgct 

caacaaattg 

agaggctaac 

caaggatgag 

aagtgttact 

caaacaatgg 

atcctcttca 

atctaaaatg 

agtgaaaaaa 

gaaaaatgca 

acaagaagac 

accaaccata 

taaccagaca 

attgcattct 

tagagagcta 

tttcccacct 

tcaatttcgt 

aaaatctatt 

ctctgccatc 

ttcgccgtta 

ttcccatctt 

ggtctaccag 

aaacaaatat 

aaaccaaatt 

gaagtttcaa 

atttttacaa 



aaggaaagaa 

atagggggct 

tgtggtcacg 

aatatttttt 

gagaagtaaa 

gtgtattaag 

cctgcacatc 

ctatttttga 

atgagttctt 

tttatgggga 

atagggggta 

acaagaagta 

tccaaatttc 

gaaagcgtgg 

actcctatta 

aaccagcgat 

tatagcgtcg 

tctatggaca 

tcacccttag 

tcgtcttctc 

cttttatttt 

gactcatccc 

aacatcctgt 

aacaagttca 

acaaacagtt 

ccaatcataa 

ggacgctatg 

attggggcaa 

gtgacaaaca 

aattccaaaa 

ttcgaaaaat 

gttacgtttg 

aattccttga 

acaatggatc 

aattcatact 

gagcaagtta 



atgtggcacc 

attcgcaatt 

tgatgtgtat 

catttttctt 

agaatgctgg 

taaaggttgt 

atcttgcgca 

ttgcgtagtg 

tggacgagga 

agaagatgtt 

gcaccccgac 

cggggacctt 

ttgggaaaat 

attctcgtat 

caaaaagatc 

ggtttccgaa 

ctaaacctaa 

cttcgttata 

tggagggaag 

taagtgtttc 

cagattctcc 

cactgagcga 

ctcccactaa 

aaaaaatcaa 

tacaacaatt 

tatcaagtca 

acaatgacac 

catctcaaac 

caacaagtgc 

ggcgtctaat 

ttacgaatgt 

cccaaacaaa 

aacgcatatt 

aagaagggaa 

atattatgac 

tcgcaaagaa 



tttaaatagg 

tattaacgtc 

gtttcttttt 

ttaaccatca 

ataagaaatc 

ccaagaggct 

gttagtccaa 

ctggggaaaa 

tgaagaggac 

tggcaaacag 

caataaactg 

gaacctgtca 

tgaagaagag 

taaaaggtgg 

tgcggaaaaa 

aaatgatgct 

ccaatcagcc 

ccctgcgaaa 

agaccataag 

ccctttaaat 

gtcttcgaaa 

ggcaaaatat 

tagcttggtt 

aagagcaagg 

caaagatgat 

tcattcaact 

tgacgaagag 

acatagagaa 

agagacgcat 

ctcttcaaat 

gcattccatt 

caaaaagtat 

actggaaatt 

ggaatacatc 

agaattgtgc 

aaaaaggttg 



ttccacctca 

tctagtactg 

tttattcctc 

caatttgcga 

aacaacacag 

cttttttgta 

taaaaaagga 

gtaaacacac 

ttcgaaatgc 

gccggcgaag 

aaattttatc 

ttaagtaata 

gaagaagagg 

tctccgttcc 

acgaacagtc 

cgcactgaaa 

tttacgtctt 

ttgaggatac 

catgtccacc 

tttgttgaag 

gctttacctt 

catgcacatg 

accaacagct 

aattcggtta 

ttatacggca 

agaaagaacc 

atctccactc 

agcagaccat 

tccatatctt 

aagttatcag 

ggtaaaggcc 

gcaatcaaag 

aaaatactaa 

atcgattaca 

gaaaatggta 

gaagattgga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 
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gaatttggaa 
acattgtgca 
aactaggtga 
aaggtgacag 
cagatatttt 
acaatggcaa 
gttccacaga 
atttatttga 
ctgttcataa 
atgtcaatac 
catgggtacc 
tagagcccaa 
tgtatgtaga 
agccaaaatt 



aatcatcgtg 
tctggacttg 
ctttggaatg 
agaatatatt 
ttccctgggt 
cgcatggcat 
tattcattct 
ttttgaaaga 
caatagtaat 
tgccgctacc 
gaaatttctt 
ttatgagaga 
aatgacacgc 
ttttatatga 



gaattaagcc 
aaacccgcaa 
gctactcatt 
gcaccagaaa 
ctgatgattg 
aagttgagat 
gaatcattat 
gacaatatca 
atcaacaacc 
aagaatcgtc 
attgatggtg 
aggcccacgg 
aatgcaggtg 



tggctttacg 
acgtcatgat 
taccgttgga 
tcatttctga 
ttgaaattgc 
cgggtgattt 
tttcagacat 
gtggtaatag 
ctaatatgaa 
ttattttgca 
aatcacttga 
caaatcaaat 
ctattatcca 



attcatccat 
cacatttgaa 
ggataaaagt 
ttgtacgtac 
agcgaacgtt 
atcggatgca 
tacgaaagta 
taacaacgct 
taatggcaac 
taaaagttct 
gagaatagta 
cttacaaact 
ggaagacgac 



gattcttgtc 
ggtaacctaa 
tttgaaaatg 
gattacaagg 
gtgttacctg 
ggaagattaa 
gatacaaatg 
ggcacctcca 
gataataata 
aaaattcccg 
cgatggatga 
gaggaatgcc 
tttggaccta 



2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
2960 



<210> 158 
<211> 819 
<212> PRT 

<213> Candida albicans 



<400> 158 

Met Ser Ser Leu Asp Glu 
1 5 

Glu Asn Leu Gin Phe Met 
20 



Asp Glu Glu Asp Phe Glu 

10 

Gly Lys Lys Met Phe Gly 
25 



Met Leu Asp Thr 
15 

Lys Gin Ala Gly 
30 



Glu Asp Glu Ser Asp Asp Phe Ala 
35 40 



He Gly Gly Ser 



Thr Pro Thr Asn 
45 



Lys Leu Lys Phe Tyr Pro Tyr Ser 
50 55 



Asn Asn Lys Leu 
60 



Thr Arg Ser Thr 



Gly Thr Leu Asn Leu Ser 
65 70 



Leu Ser Asn Thr Ala Leu 
75 



Ser Glu Ala Asn 
80 



Ser Lys Phe Leu Gly Lys 
85 



He Glu Glu Glu Glu Glu 
90' 



Glu Glu Glu Glu 
95 



Gly Lys Asp Glu Glu Ser Val Asp 
100 



Ser Arg He Lys 
105 



Arg Trp Ser Pro 
110 



Phe His Glu Asn Glu Ser Val Thr 
115 120 



Thr Pro He Thr 



Lys Arg Ser Ala 
125 



Glu Lys Thr Asn Ser Pro He Ser 
130 135 



Leu Lys Gin Trp 
140 



Asn Gin Arg Trp 



Phe Pro Lys Asn Asp Ala Arg Thr 
145 150 



Glu Asn Thr Ser 
155 



Ser Ser Ser Ser 
160 



Tyr Ser Val Ala Lys Pro Asn Gin 
165 



Ser Ala Phe Thr 
170 



Ser Ser Gly Leu 
175 



Val Ser Lys Met Ser Met Asp .Thr Ser Leu Tyr Pro Ala Lys Leu Arg 
180 185 190 
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lie Pro Glu Thr Pro Val Lys Lys Ser Pro Leu Val Glu Gly Arg Asp 
195 200 205 

His Lys His Val His Leu Ser Ser Ser Lys Asn Ala Ser Ser Ser Leu 
210 215 220 

Ser Val Ser Pro Leu Asn Phe Val Glu Asp Asn Asn Leu Gin Glu Asp 
225 230 235 240 

Leu Leu Phe Ser Asp Ser Pro Ser Ser Lys Ala Leu Pro Ser lie His 
245 250 255 

Val Pro Thr lie Asp Ser Ser Pro Leu Ser Glu Ala Lys Tyr His Ala 
260 265 270 

His Asp Arg His Asn Asn Gin Thr Asn lie Leu Ser Pro Thr Asn Ser 
275 280 285 

Leu Val Thr Asn Ser Ser Pro Gin Thr Leu His Ser Asn Lys Phe Lys 
290 295 300 

Lys lie Lys Arg Ala Arg Asn Ser Val lie Leu Lys Asn Arg Glu Leu 
305 310 315 320 

Thr Asn Ser Leu Gin Gin Phe Lys Asp Asp Leu Tyr Gly Thr Asp Glu 
325 330 335 

Asn Phe Pro Pro Pro lie lie lie Ser Ser His His Ser Thr Arg Lys 
340 345 350 

Asn Pro Gin Pro Tyr Gin Phe Arg Gly Arg Tyr Asp Asn Asp Thr Asp 
355 360 365 

Glu Glu lie Ser Thr Pro Thr Arg Arg Lys Ser lie lie Gly Ala Thr 
370 375 380 

Ser Gin Thr His Arg Glu Ser Arg Pro Leu Ser Leu Ser Ser Ala lie 
385 390 395 400 

Val Thr Asn Thr Thr Ser Ala Glu Thr His Ser lie Ser Ser Thr Asp 
405 410 415 

Ser Ser Pro Leu Asn Ser Lys Arg Arg Leu lie Ser Ser Asn Lys Leu 
420 425 430 

Ser Ala Asn Pro Asp Ser His Leu Phe Glu Lys Phe Thr Asn Val His 
435 440 445 

Ser lie Gly Lys Gly Gin Phe Ser Thr Val Tyr Gin Val Thr Phe Ala 
450 455 460 

Gin Thr Asn Lys Lys Tyr Ala lie Lys Ala lie Lys Pro Asn Lys Tyr 
465 470 475 480 



Asn Ser Leu Lys Arg lie Leu Leu Glu lie Lys lie Leu Asn Glu Val 
485 490 495 
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Thr Asn Gin lie Thr Met Asp Gin Glu Gly Lys Glu Tyr lie lie Asp 
500 505 510 

Tyr lie Ser Ser Trp Lys Phe Gin Asn Ser Tyr Tyr lie Met Thr Glu 
515 520 525 

Leu Cys Glu Asn Gly Asn Leu Asp Gly Phe Leu Gin Glu Gin Val lie 
530 535 540 

Ala Lys Lys Lys Arg Leu Glu Asp Trp Arg He Trp Lys He He Val 
545 550 555 560 

Glu Leu Ser Leu Ala Leu Arg Phe He His Asp Ser Cys His He Val 
565 570 575 

His Leu Asp Leu Lys Pro Ala Asn Val Met He Thr Phe Glu Gly Asn 
580 585 590 

Leu Lys Leu Gly Asp Phe Gly Met Ala Thr His Leu Pro Leu Glu Asp 
595 600 605 

Lys Ser Phe Glu Asn Glu Gly Asp Arg Glu Tyr He Ala Pro Glu He 
610 615 620 

He Ser Asp Cys Thr Tyr Asp Tyr Lys Ala Asp He Phe Ser Leu Gly 
625 630 635 640 

Leu Met He Val Glu He Ala Ala Asn Val Val Leu Pro Asp Asn Gly 
645 650 655 

Asn Ala Trp His Lys Leu Arg Ser Gly Asp Leu Ser Asp Ala Gly Arg 
660 665 670 

Leu Ser Ser Thr Asp He His Ser Glu Ser Leu Phe Ser Asp He Thr 
675 680 685 

Lys Val Asp Thr Asn Asp Leu Phe Asp Phe Glu Arg Asp Asn He Ser 
690 695 700 

Gly Asn Ser Asn Asn Ala Gly Thr Ser Thr Val His Asn Asn Ser Asn 
705 710 715 720 

He Asn Asn Pro Asn Met Asn Asn Gly Asn Asp Asn Asn Asn Val Asn 
725 730 735 

Thr Ala Ala Thr Lys Asn Arg Leu He Leu His Lys Ser Ser Lys He 
740 745 750 

Pro Ala Trp Val Pro Lys Phe Leu He Asp Gly Glu Ser Leu Glu Arg 
755 760 765 

He Val Arg Trp Met He Glu Pro Asn Tyr Glu Arg Arg Pro Thr Ala 
770 775 780 

Asn Gin He Leu Gin Thr Glu Glu Cys Leu Tyr Val Glu Met Thr Arg 
785 790 795 800 
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Asn Ala Gly Ala lie lie Gin Glu Asp Asp Phe Gly Pro Lys Pro Lys 
805 810 815 



Phe Phe lie 



<210> 159 
<211> 809 
<212> DNA 

<213> Candida albicans 



<400> 159 

aattcccgca 

atggatgata 

ggaatgcctg 

tggacctaag 

tacttttttc 

agtgtaattg 

cagccgcttc 

tatattatat 

aagggaagga 

atgttcatct 

gttctcaatc 

tgcttgattc 

agtgtacaat 

cggatccaag 



tgggtaccga 
gagcccaatt 
tatgtagaaa 
ccaaaatttt 
ccacacgtgc 
cagtccggta 
aagcattttt 
atatatatat 
tggaagacaa 
tggttcttct 
tgatccattg 
tgaaagactt 
tgtaaaaaat 
gcaataccac 



aatttcttat 
atgagagaag 
tgacacgcaa 
ttatatgata 
ttatgggccg 
gtaataccat 
atttttattt 
atatatatca 
atgacaaaaa 
ccagtttctt 
tggcaatggt 
ttgagcctaa 
gttagtaaca 
ctgacataa 



tgatggtgaa 
gcccacggca 
tgcaggtgct 
aatggaacaa 
cattgtataa 
gtaaaacctt 
tacagatgta 
aatacgacgt 
gtttgaagca 
ctcttagcgt 
ctgttttgct 
ttaaaaggga 
atgttcaaac 



tcacttgaga 
aatcaaatct 
attatccagg 
aaaaccttgt 
ataatccaat 
agatgagttt 
gcagataaca 
attacatata 
taaatatgtt 
tgtaacggat 
tcttagcctt 
aacatatcgt 
tcatcaatat 



gaatagtacg 
tacaaactga 
aagacgactt 
tttatttaca 
aacgaaaaag 
attttaagta 
accgttaaat 
tattgagaat 
cttcgcttag 
^gtgttgttg 
atfccattttt 
gcacatacga 
gatgcattca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

809 



<210> 160 
<211> 102 
<212> PRT 

<213> Candida albicans 

<400> 160 

Met Thr Lys Ser Leu Lys His Lys Tyr Val Leu Arg Leu Asp Val His 
15 10 15 

Leu Gly Ser Ser- Pro Val Ser Ser Leu Ser Val Val Thr Asp Ser Val 
20 25 30 

Val Gly Ser Gin Ser Asp Pro Leu Trp Gin Trp Ser Val Leu Leu Leu 
35 40 45 

Ser Leu Ser His Phe Leu Leu Asp Ser Glu Arg Leu Leu Ser Leu lie 
50 55 60 

Lys Arg Glu Thr Tyr Arg Ala His Thr Lys Cys Thr lie Val Lys Asn 
65 70 75 80 

Val Ser Asn Asn Val Gin . Thr His Gin Tyr Asp Ala Phe Thr Asp Pro 
85 90 95 



Arg Gin Tyr His Leu Thr 
100 
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<210> 161 

<211> 1042 

<212> DNA 

<213> Candida albicans 



<400> 161 

tattcaagaa 

tcaatatttg 

agtatgtgat 

ttgattttca 

gcaggccgag 

gctcaatggt 

gctgtcgaga 

atactttcta 

ataaacacag 

tgctgaactg 

aatttggatt 

catactaaaa 

tatggtcata 

ggtattgcct 

tttttacaat 

gtctttcaga 

atggatcaga 

aagaaccaag 



ttatttcaca 
agtttttcaa 
gtatgggcgc 
aaaaacttat 
gcaaacagta 
ccttgcgttt 
accgagaatt 
caatttttgg 
atagatcaac 
atcaatagca 
tgaaatagaa 
tttttcttat 
aactgcttat 
tggatccgtg 
tgtacacttc 
atcaagcaaa 
ttgagaacca 
atgaacatct 



tcttccagcg 
atagtgaggt 
acagtaccaa 
999cgtttta 
cgccttggcg 
acgctcgcgc 
attcttcgcc 
tacattcata 
atggctgtat 
aattataaac 
gcaatgtgta 
ccgaaacaga 
tctgagaact 
aatgcatcat 
gtatgtgcac 
aaatggctaa 
acaacactat 
aa 



agtaaacatg 
gtggatgtat 
tttaactttt 
ggctccggct 
gggacgccga 
gtgggctaac 
ttgatagata 
ttatactgaa 
gttagaaaga 
cacatccatc 
aaatataggg 
aatctaaagt 
tttggtggtc 
attgatgagt 
gatatgtttc 
ggctaagaag 
ccgttacaac 



ccgctggtaa 
agaggaatta 
tttttttttc 
caaactacca 
agcgactcct 
taacgcaatt 
ctttaaaact 
aattcgaaaa 
tattataaat 
taaatgacct 
aaaggattag 
cgccactacg 
cagcgtggtt 
ttgaacattg 
ccttttaatt 
caaaacagac 
gctaagagaa 



tcgcgcgtcc 
cacactttta 
attttttagc 
ccaccacgcg 
tctgttccaa 
cggcttttgg 
tctacttaat 
agacaagcaa 
cccagttaga 
taccacctac 
gagtgttaac 
cagattaaaa 
tatgtcaggt 
ttactaacat 
aggctcaaaa 
cattgccaca 
gaaactggag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1042 



<210> 162 
<211> 51 
<212> PRT 

<213> Candida albicans 
<400> 162 

Met Ala Ala Gin Lys Ser Phe Arg lie Lys Gin Lys Met Ala Lys Ala 
1 5 10 15 

Lys Lys Gin Asn Arg Pro Leu Pro Gin Trp lie Arg Leu Arg Thr Asn 
20 25 30 

Asn Thr lie Arg Tyr Asn Ala Lys Arg Arg Asn Trp Arg Arg Thr Lys 
35 40 45 

Met Asn lie 
50 



<210> 163 
<211> 893 
<212> DNA 

<213> Candida albicans 



<400> 163 

tctcgacagc ccaaaagccg aattgcgtta gttagcccac gcgcgagcgt aaacgcaagg 
accattgagc ttggaacaga aggagtcgct tcggcgtccc cgccaaggcg tactgtttgc 



60 
120 
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ctcggcctgc 
tgaaaatcaa 
atcacatact 
caaatattga 
ttcttgaata 
aattcttaaa 
gaccaacata 
ttaacaacgc 
ttatcaagtt 
atgaccacag 
ttatttcccc 
tgccagccag 
aagaagccag 



cgcgtggtgg 
gctaaaaaat 
taaaagtgtg 
ggacgcgcga 
tgggtttgca 
ttgtaaggtt 
catatccaag 
tgaaaagacc 
tttgcaagtt 
atctggtaag 
aagattcaac 
acaattcggt 
aagaaagcac 



tggtagtttg 
gaaaaaaaaa 
taattcctct 
ttaccagcgg 
gttagtcaat 
ttttaatggc 
atgaccagat 
ggtaagcgtc 
atgcaaaagc 
attgttgttc 
gttaagattg 
tacgtcatct 
gtttctggta 



a^gccggagcc 
aaaagttaaa 
atacatccac 
catgtttact 
ttcaatctaa 
ctttcagttc 
cttccgtttt 
aagttttaat 
acggttacat 
aattgaacgg 
gtgacattga 
tgaccacctc 
agattttggg 



taaaacgccc 
ttggtactgt 
acctcactat 
cgctggaaga 
ataatcttaa 
tagtattttt 
agctgatgct 
cagaccatcc 
tggtgaattt 
tagattgaac 
aaaatggact 
tgctggtatc 
tttcgtttac 



ataagttttt 
gcgcccatac 
ttgaaaaact 
tgtgaaataa 
tcgactattc 
tataaaacaa 
ttgaatgcca 
tccaaggtca 
gaatacatcg 
aagtgtggtg 
gccaacttgt 
atggaccatg 
taa 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
893 



<210> 164 
<211> 130 
<212> PRT 

<213> Candida albicans 
<400> 164 

Met Thr Arg Ser Ser Val Leu Ala Asp Ala Leu Asn Ala lie Asn Asn 
15 10 15 

Ala Glu Lys Thr Gly Lys Arg Gin Val Leu lie Arg Pro Ser Ser Lys 
20 25 30 

Val lie lie Lys Phe Leu Gin Val Met Gin Lys His Gly Tyr lie Gly 
35 40 45 

Glu Phe Glu Tyr lie Asp Asp His Arg Ser Gly Lys lie Val Val Gin 
50 55 60 

Leu Asn Gly Arg Leu Asn Lys Cys Gly Val lie Ser Pro Arg Phe Asn 
65 70 75 80 

Val Lys lie Gly Asp lie Glu Lys Trp Thr Ala Asn Leu Leu Pro Ala 
85 90 95 

Arg Gin Phe Gly Tyr Val lie Leu Thr Thr Ser Ala Gly lie Met Asp 
100 105 110 

His Glu Glu Ala Arg Arg Lys His Val Ser Gly Lys lie Leu Gly Phe 
115 120 125 



Val Tyr 
130 



<210> 165 
<211> 4265 
<212> DNA 

<213> Candida albicans 



<400> 165 

cttcttcggg gttccccaat gtcactgcca tctctaaagt agatagaaag ggcgatcgct 60 
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atttaagtgt catgactttc ttaacgagag gtgttccagc ttctattttg gctttcctat 120 
gtgtcattac tctaggttat ggtatcatgg catctgttgt caagggtaac gcaacctctg 180 
cgtaagagat acgtctacga tagcatgtaa cagcgtatat ataatctata tgtattcgat 240 
taatccaaca cttctgttgt gtagtctaat gttcgaaaaa aaggtacgct tccctgttat 300 
aatcaggtat atttcgttat tcttataagc taaaagatta aaaatttttc cactttcctt 360 
gaaatttggt cggttcgtgg aaaaatatta ttacgtattg aagaagtgca tgaagataaa 420 
agatgggatt actggaaaaa taaagggagg aaaatcctgc agaacgttgt tgtttcaatc 4 80 
gaaggtttct tcattcgaaa atgggttctt cagatgtttc aagtcgtgaa tgttcattgg 540 
tttataatga agatcccgat ttcaccgatg gcacaacacc atgtgatcgg ttgggagtgg 600 
acttgatgaa tgttctagat gacaaggatg aaataaagca agagtctgtc ccagtctcag 660 
atcgtgaaat tgaggatacg gaatccgatg cttccgctgt ttcttcattt gctagcgcta 72 0 
atgagttaat agctgagcca cacgctgcaa gtgaaactaa tcttggaact aatggtcaag 780 
atggaagaaa tgtcttagaa caacaaagag acgtggttgc tagactaata gaagaaaaca 84 0 
aggaaacgca aaaagagggt gataaagtct gtattgtccc caaggtttgg tacgataaat 900 
ttttcgaccc cgatgttacc gatcctgaag atataggccc tattaataca cgcatgattt 960 
gcagagactt tgaaaatttt gtgcttgagg attacaatag atgtccgtat ctgtctattg 1020 
cagagcctgt tttcaatttt ctatcagaaa tttacggcat gacaagtggc tcttacccag 1080 
tggtaactaa tttggttatc aaccaaacca caggggagtt agagacagaa tacaataaat 114 0 
ggtttttcag actacattac ctgaccgaaa aacaagacgg gaggaaaagg aggcatggcc 12 0 0 
aggacgattc aataatgtac ctctcgatgt ctgcgttgaa tttagtacgt gatttggttg 1260 
aaaagagtat gaatctgttt tttgagaaag ctgatcatct agacgtgaat gcggtggatt 132 0 
ttaaaatttg gtttgtgtca gagggatctg atattgccac agatagcaat gttagtactt 13 80 
ttttgaattc ttcatatgaa ataactccgc ttcaatttct cgaactaccg ataaagaaac 1440 
tactaatacc agacatgttt gaaaaccgtt tagacaagat aacttcaaat ccgagtgacc 1500 
ttgtcataga aattaaacct atagaaggga atcaccattg gccttcaaac tattttgctt 1560 
ataataaact cgaaccagca tcaggtacta ctggtttggt caatttggga aatacatgtt 162 0 
acatgaattc tgcgttgcaa tgcctggtac acattccgca gttgcgtgat tatttccttt 1680 
atgatggtta tgaagacgaa atcaatgaag aaaatcctct tgggtaccac ggctatgtgg 174 0 
ctagggcatt tagtgacttg gttcagaagt tgtttcaaaa caggatgagc ataatgcaaa 1800 
gaaatgctgc tttcccccct tcaatgttca aatccactat cgggcacttt aattcgatgt 1860 
tttctggtta tatgcaacag gattctcaag aatttttagc cttcctgtta gacagtttac 1920 
atgaagattt gaacaggata ataaagaaag aatacacaga aaaaccatca ttatctcctg 1980 
gtgatgacgt gaatgattgg aatgtagtca agaaactggc agacgatact tgggagatgc 2 04 0 
atttaaagag aaattgttcc gttataacgg atttatttgt cgggatgtac aaatcaacgc 2100 
tatattgtcc cgaatgtcaa aatgtttcta taacgtttga cccgtataat gatgttacat 2160 
tgccgcttcc ggttgataca gtgtgggata aaactataaa aatttttccc atgaactctc 222 0 
caccacttct tcttgaagtt gagttaagca aatcgtccac ttatatggac ttgaagaatt 2280 
atgttggtaa aatgtcgggc ctagatccaa atacactatt tggctgtgag attttcagta 2340 
atcaaatcta tgttaactat gagtcaacag agtcgaatgc tcaattttta accttgcagg 2400 
aattgatcaa acctgctgat gacgttattt tttatgaatt accagtaaca aatgacaatg 2460 
aagtaattgt tcccgtattg aatactagaa ttgaaaaagg ctacaaaaat gcaatgttat 252 0 
ttggagtccc tttctttatt acgttaaaag aagatgaatt gaataatcca ggtgcaataa 2580 
gaatgaaatt gcaaaacagg tttgtccatt taagtggtgg gtatatccca tttcctgaac 2 64 0 
ctgtaggaaa tcgaaccgat tttgctgatg cttttccatt attagtagaa aaatatccag 2700 
atgttgaatt tgaacaatat aaagatatac tacagtatac gtctattaag gtgactgaca 2760 
aggataaatc ctttttttcc atcaagattc tgtctgtaga aaaagagcag caatttgcta 2820 
gtaataaccg aacagggcct aatttctgga cccctatctc ccagttaaac cttgacaaag 2880 
ctacagatat agacgataaa cttgaagatg tggtgaagga tatctacaat tattcatcct 2 94 0 
tagtagattg tgctgaaggg gtccttatgc aagtggatga tgagggagat accgagggta 3 000 
gtgaagcaaa gaatttttcc aagcccttcc aatcgggaga tgatgaagaa aataaagaaa 3 060 
ctgtaacaaa taatgaaaat gtaaataata ctaatgatcg ggatgaagat atggaactaa 312 0 
cagatgatgt tgaagaagat gcaagtacag agccagaatt aacagataag ccagaggcgt 3180 
tagataaaat taaggatagc ttgacttcca ctccgtttgc gattctttct atgaatgata 3240 
ttattgtttg tgagtggagc gaattgggtt caaatgaggc attttccgat gataaaatat 33 00 
ataactggga aaatccagct actttgccta acaaagagtt ggagaacgct aagttggaaa 3360 
gatctaacgc taaggaaaga accataacct tggacgattg tctccaatta ttttccaaac 3420 
cagaaatact aggattaacc gattcgtggt actgccctac atgcaaggaa catcgtcagg 348 0 
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ctaccaaaca 
ttgaaagtca 
atttggatct 
tgtatgcagt 
agaattttgc 
cagaaaatag 
gcaatggatt 
atgagcgtat 
acgaggagga 
aatatagtaa 
atgacaatga 
aagtctacaa 
gcccagaaaa 
aataa 



aatacaactt 
aaggtctttt 
gtcgaggtac 
agataaccac 
cgacaataaa 
tatagctgga 
aggcagctct 
caaaaagata 
agatgtttct 
tcgtagtttg 
tgatggtgag 
gaataattca 
cgaagtcgct 



tggaatacac 
agcgataaaa 
gttgtctata 
tatggtggtt 
tggtactatt 
tcggcttatt 
aaactacagg 
tacgatgaac 
gatgatatga 
gaggttgggc 
aggacaaatt 
ggcttgggtt 
gatttgaatt 



cagatattct 
ttgatgccac 
aagatgatcc 
tgggtggtgg 
ttgatgattc 
tgctatttta 
aaataatcca 
agatgaagtt 
tagaatgtaa 
atattgaaac 
caggtaggag 
catcgagtac 
taaaaaatgg 



gctaattcac 
ggttaatttc 
cagaggttta 
gcactatacc 
tcgagtaact 
cattcgccgt 
aaagtcacgc 
gtatgaattt 
tgaagatgtg 
tcaggactgc 
aaagttaaga 
gtctgaaata 
tgtgacacta 



cttaaaaggt 
cccattacag 
atctatgacc 
gcgtacgtaa 
gaaactgcgc 
cataaagatg 
cacggatatg 
aataagactg 
caggcccctg 
aacgacgaag 
ttgttgaaaa 
tctgagggat 
gaatcgccag 



3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4265 



<210> 166 
<211> 1254 
<212> PRT 

<213> Candida albicans 



<400> 166 

Met Gly Ser Ser Asp Val Ser Ser Arg 
1 5 



Glu Cys Ser Leu Val Tyr Asn 
10 15 



Glu Asp Pro Asp Phe Thr Asp Gly Thr 
20 25 



Thr Pro Cys Asp Arg Leu Gly 
30 



Val Asp Leu Met Asn Val Leu Asp Asp 
35 40 



Lys Asp Glu lie Lys Gin Glu 
45 



Ser Val Pro Val Ser Asp Arg Glu lie 
50 55 



Glu Asp Thr Glu Ser Asp Ala 
60 



Ser Ala Val Ser Ser Phe Ala Ser Ala 
65 70 



Asn Glu Leu lie Ala Glu Pro 
75 80 



His Ala Ala Ser Glu Thr Asn Leu Gly 
85 



Thr Asn Gly Gin Asp Gly Arg 
90 95 



Asn Val Leu Glu Gin Gin Arg Asp Val 
100 105 



Val Ala Arg Leu lie Glu Glu 
110 



Asn Lys Glu Thr Gin Lys Glu Gly Asp 
115 120 



Lys Val Cys lie Val Pro Lys 
125 



Val Trp Tyr Asp Lys Phe Phe Asp Pro 
130 135 



Asp Val Thr Asp Pro Glu Asp 
140 



lie Gly Pro lie Asn Thr Arg Met lie 
145 150 



Cys Arg Asp Phe Glu Asn Phe 
155 160 



Val Leu Glu Asp Tyr Asn Arg Cys Pro 
165 



Tyr Leu Ser lie Ala Glu Pro 
170 175 



Val Phe Asn Phe Leu Ser Glu lie Tyr Gly Met Thr Ser Gly Ser Tyr 
180 185 190 
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Pro Val Val Thr Asn Leu Val lie Asn Gin Thr Thr Gly Glu Leu Glu 

195 200 205 

Thr Glu Tyr Asn Lys Trp Phe Phe Arg Leu His Tyr Leu Thr Glu Lys 
210 215 220 

Gin Asp Gly Arg Lys Arg Arg His Gly Gin Asp Asp Ser lie Met Tyr 
225 230 235 240 

Leu Ser Met Ser Ala Leu Asn Leu Val Arg Asp Leu Val Glu Lys Ser 
245 250 255 

Met Asn Leu Phe Phe Glu Lys Ala Asp His Leu Asp Val Asn Ala Val 
260 265 270 

Asp Phe Lys lie Trp Phe Val Ser Glu Gly Ser Asp lie Ala Thr Asp 
275 280 285 

Ser Asn Val Ser Thr Phe Leu Asn Ser Ser Tyr Glu lie Thr Pro Leu 
290 295 300 

Gin Phe Leu Glu Leu Pro lie Lys Lys Leu Leu lie Pro Asp Met Phe 
305 310 315 320 

Glu Asn Arg Leu Asp Lys lie Thr Ser Asn Pro Ser Asp Leu Val lie 
325 330 335 

Glu lie Lys Pro lie Glu Gly Asn His His Trp Pro Ser Asn Tyr Phe 
340 345 350 

Ala Tyr Asn Lys Leu Glu Pro Ala Ser Gly Thr Thr Gly Leu Val Asn 
355 360 365 

Leu Gly Asn Thr Cys Tyr Met Asn Ser Ala Leu Gin Cys Leu Val His 
370 375 380 

lie Pro Gin Leu Arg Asp Tyr Phe Leu Tyr Asp Gly Tyr Glu Asp Glu 
385 390 395 . 400 

lie Asn Glu Glu Asn Pro Leu Gly Tyr His Gly Tyr Val Ala Arg Ala 
405 410 415 

Phe Ser Asp Leu Val Gin Lys Leu Phe Gin Asn Arg Met Ser lie Met 

420 425 430 

Gin Arg Asn Ala Ala Phe Pro Pro Ser Met Phe Lys Ser Thr lie Gly 
435 440 445 

His Phe Asn Ser Met Phe Ser Gly Tyr Met Gin Gin Asp Ser Gin Glu 
450 455 460 

Phe Leu Ala Phe Leu Leu Asp Ser Leu His Glu Asp Leu Asn Arg lie 
465 470 475 480 



lie Lys Lys Glu Tyr Thr Glu Lys Pro Ser Leu Ser Pro Gly Asp Asp 
485 490 495 
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Val Asn Asp Trp Asn Val Val Lys Lys Leu Ala Asp Asp Thr Trp Glu 
500 505 510 

Met His Leu Lys Arg Asn Cys Ser Val He Thr Asp Leu Phe Val Gly 
515 520 525 

Met Tyr Lys Ser Thr Leu Tyr Cys Pro Glu Cys Gin Asn Val Ser He 
530 535 540 

Thr Phe Asp Pro Tyr Asn Asp Val Thr Leu Pro Leu Pro Val Asp Thr 
545 550 555 560 

Val Trp Asp Lys Thr He Lys He Phe Pro Met Asn Ser Pro Pro Leu 
565 570 575 

Leu Leu Glu Val Glu Leu Ser Lys Ser Ser Thr Tyr Met Asp Leu Lys 
580 ' 585 590 

Asn Tyr Val Gly Lys Met Ser Gly Leu Asp Pro Asn Thr Leu Phe Gly 
595 600 605 

Cys Glu He Phe Ser Asn Gin He Tyr Val Asn Tyr Glu Ser Thr Glu 
610 615 620 

Ser Asn Ala Gin Phe Leu Thr Leu Gin Glu Leu He Lys Pro Ala Asp 
625 630 635 640 

Asp Val He Phe Tyr Glu Leu Pro Val Thr Asn Asp Asn Glu Val He 
645 650 655 

Val Pro Val Leu Asn Thr Arg He Glu Lys Gly Tyr Lys Asn Ala Met 
660 665 670 

Leu Phe Gly Val Pro Phe Phe He Thr Leu Lys Glu Asp Glu Leu Asn 
675 680 685 

Asn Pro Gly Ala He Arg Met Lys Leu Gin Asn Arg Phe Val His Leu 
690 695 700 

Ser Gly Gly Tyr He Pro Phe Pro Glu Pro Val Gly Asn Arg Thr Asp 
705 710 715 720 

Phe Ala Asp Ala Phe Pro Leu Leu Val Glu Lys Tyr Pro Asp Val Glu 

725 730 735 

Phe Glu Gin Tyr Lys Asp He Leu Gin Tyr Thr Ser He Lys Val Thr 
740 745 750 

Asp Lys Asp Lys Ser Phe Phe Ser He Lys lie Leu Ser Val Glu Lys 
755 760 765 

Glu Gin Gin Phe Ala Ser Asn Asn Arg Thr Gly Pro Asn Phe Trp Thr 
770 775 780 



Pro He Ser Gin Leu Asn Leu Asp Lys Ala Thr Asp He Asp Asp Lys 
785 790 795 800 
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Leu Glu Asp Val Val Lys Asp lie Tyr Asn Tyr Ser Ser Leu Val Asp 
805 810 815 

Cys Ala Glu Gly Val Leu Met Gin Val Asp Asp Glu Gly Asp Thr Glu 
820 825 830 

Gly Ser Glu Ala Lys Asn Phe Ser Lys Pro Phe Gin Ser Gly Asp Asp 
835 840 845 

Glu Glu Asn Lys Glu Thr Val Thr Asn Asn Glu Asn Val Asn Asn Thr 
850 855 860 

Asn Asp Arg Asp Glu Asp Met Glu Leu Thr Asp Asp Val Glu Glu Asp 
865 870 875 880 

Ala Ser Thr Glu Pro Glu Leu Thr Asp Lys Pro Glu Ala Leu Asp Lys 
885 890 895 

lie Lys Asp Ser Leu Thr Ser Thr Pro Phe Ala lie Leu Ser Met Asn 
900 905 910 

Asp lie He Val Cys Glu Trp Ser Glu Leu Gly Ser Asn Glu Ala Phe 
915 920 925 

Ser Asp Asp Lys He Tyr Asn Trp Glu Asn Pro Ala Thr Leu Pro Asn 
930 935 940 

Lys Glu Leu Glu Asn Ala Lys Leu Glu Arg Ser Asn Ala Lys Glu Arg 
945 950 955 960 

Thr He Thr Leu Asp Asp Cys Leu Gin Leu Phe Ser Lys Pro Glu He 
965 970 975 

Leu Gly Leu Thr Asp Ser Trp Tyr Cys Pro Thr Cys Lys Glu His Arg 
980 985 990 

Gin Ala Thr Lys Gin He Gin Leu Trp Asn Thr Pro Asp He Leu Leu 
995 1000 1005 

He His Leu Lys Arg Phe Glu Ser Gin Arg Ser Phe Ser Asp Lys He 
1010 1015 1020 

Asp Ala Thr Val Asn Phe Pro He Thr Asp Leu Asp Leu Ser Arg Tyr 
1025 1030 1035 1040 

Val Val Tyr Lys Asp Asp Pro Arg Gly Leu He Tyr Asp Leu Tyr Ala 
1045 1050 1055 

Val Asp Asn His Tyr Gly Gly Leu Gly Gly Gly His Tyr Thr Ala Tyr 
1060 1065 1070 

Val Lys Asn Phe Ala Asp Asn Lys Trp Tyr Tyr Phe Asp Asp Ser Arg 
1075 1080 1085 



Val Thr Glu Thr Ala Pro Glu Asn Ser He Ala Gly Ser Ala Tyr Leu 
1090 1095 1100 
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Leu Phe Tyr lie Arg Arg His Lys Asp Gly Asn Gly Leu Gly Ser Ser 
1105 1110 1115 1120 

Lys Leu Gin Glu lie lie Gin Lys Ser Arg His Gly Tyr Asp Glu Arg 
1125 1130 1135 

lie Lys Lys lie Tyr Asp Glu Gin Met Lys Leu Tyr Glu Phe Asn Lys 
1140 1145 1150 

Thr Asp Glu Glu Glu Asp Val Ser Asp Asp Met lie Glu Cys Asn Glu 
1155 1160 1165 

Asp Val Gin Ala Pro Glu Tyr Ser Asn Arg Ser Leu Glu Val Gly His 
1170 1175 1180 

He Glu Thr Gin Asp Cys Asn Asp Glu Asp Asp Asn Asp Asp Gly Glu 
1185 1190 1195 1200 

Arg Thr Asn Ser Gly Arg Arg Lys Leu Arg Leu Leu Lys Lys Val Tyr 
1205 1210 1215 

Lys Asn Asn Ser Gly Leu Gly Ser Ser Ser Thr Ser Glu He Ser Glu 
1220 1225 1230 

Gly Cys Pro Glu Asn Glu Val Ala Asp Leu Asn Leu Lys Asn Gly Val 
1235 1240 1245 

Thr Leu Glu Ser Pro Glu 
1250 



<210> 167 
<211> 3146 
<212> DNA 

<213> Candida albicans 



<400> 167 

tgtcgtattt 

tccactggtt 

gcagcctggc 

atacgcataa 

ggttctcttc 

taaagcgggg 

tttgcgctgc 

gaacactgtt 

gtggtagctg 

aatggcaaaa 

cagatgaact 

ttacagatag 

gtatgaacaa 

ctcagacggt 

aaagaaggtc 

acacttatga 

ataagaggac 

aaatcggagt 



ccactgattt 
tctagcagag 
aagcagcgaa 
agaggtgcct 
tcttcttatt 
cgctcacaat 
ttctcgaaga 
cacttcgatg 
gtacaggatc 
ccattatatg 
tcaggttggt 
gttcaaaaac 
agatgcaggc 
cgctgccaaa 
gtcttccgca 
tacgtttgtt 
agaagcgaag 
tatagaatac 



ggatgtatgt 
gtaagaaaat 
ggccatctgt 
tgctgtaggc 

tcgttattgt 
atcgccgcag 
atgaatggct 
tcatccggcc 
atgagatttt 
gactacagcg 
gataacgaag 
aagttttctt 
atcgttgagg 
ccttctcctt 
tcgtccgtct 
ggtgatttaa 
ttctacgaca 
gatatcgacg 



tgcatggtgc 
cagtagtagc 
gctgcatttc 
gtatatgatc 
cttccctttt 
ctacagccgt 
cactgaaaaa 
aataaagttg 
cacacttctt 
agctgaaaaa 
aaggatttgg 
ttaaaaatgc 
aaaccatcga 
tcagaagaat 
cctccacggc 
cagctgaaaa 
aatttgacgc 
atgatactct 



tagattgtga 
ggcagcagcc 
cacactcctt 
ctaagcaaca 
tactatgggt 
tttttttttt 
ttttgattca 
tttttaggat 
gaagtacaat 
tcttatttac 
cgcaggaaag 
gaaggaagat 
gttgcgagag 
gaaggaaaag 
caacgaaaat 
acagaaagta 
gctggtgaag 
gtttaacgaa 



ataaatcatt 
aagaaaaatg 
gtatgactgc 
gagaaaccac 
aaagtcgccc 
tttgtttttt 
tcgatataaa 
aaacgagtaa 
gctgtcccag 
acgctacaaa 
agctctaaca 
acgtcttccg 
ttgcctactg 
atattttaca 
ctgcaattag 
gatgattttt 
gacctgaaga 
ccgattgcca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 



i CI 0.3 OCl :1 ... i a 2 6 O 
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gcacaaatga 

acgatgatca 

ttaagtctca 

gccagttgaa 

cagacaaagt 

aagacacata 

tagtcacatt 

agttgaaatc 

tgttgggact 

ataagctggt 

acttaaaatt 

catacaagat 

acgacgctgc 

gtgaggccat 

aagtcctaaa 

tggccgccat 

tacttgcaca 

gtaaacccag 

tttccaatgt 

tggatgcaga 

tcggtggtat 

aaccctatgg 

ccatgctttt 

aaaaatttaa 

ctgtggccac 

caggtcaaat 

aagatttaaa 

ggaaggccgt 

ttgagaatga 

gtactttcgt 

gtgacaagct 

catcctgtgg 

tagatagaaa 

cttctatttt 

tcaagggtaa 



cgaagttccc 

atctaatatt 

gaaaaaatcg 

gtcgttcatc 

tcttcacttg 

tgcattccag 

ttatgcgcgc 

ctacctgcat 

gctatcgcaa 

aggcaagtta 

cactagtata 

ttactttatt 

tcagcaccgc 

cccattacac 

aacctccgac 

gtggtcttct 

atataacatc 

aaacgttctt 

cgcagcacct 

tagcccattt 

gtcttcacca 

tattggctgg 

ggtttggatt 

gcctattaag 

tattttgttg 

tgcaatcatt 

tgcctttccg 

ctcatcctcg 

tggtgttttt 

ctcgcataca 

tggcaacccc 

tatgggacta 

gggcgatcgc 

ggctttccta 

cgcaacctct 



ccactagact 
gaagataata 
ctgttgaaga 

gaattgaacc 
aatacaagaa 
gcagaaacga 
atcactgacc 
gaccacattg 
gctgacgagt 
gatttggaat 
aacaacgttg 
attctagtca 
tgcatggccc 
attacagcat 

ggggctataa 

acaattatga 
gccaaagttc 
ttaatggcaa 
gttctaacat 
gcgcaagcat 
atctcttcac 
ggccaattct 
ttattgttca 
acgaaattca 
tggtgtgtgg 
cccatcgttt 
tggtcaatcg 
ggtttgctat 
gccattctat 
gtatccgcta 
aaagctgctc 
gcttcttcgg 
tatttaagtg 
tgtgtcatta 
gcgtaa 



tggatgatga 

ctgctttgct 

agtcgatcgt 

gcattgggtt 

ccgaactgat 

tcgaattgct 

ggcctcataa 

tttgggaaag 

tgacaccaaa 

actacagatg 

cactaccgaa 

ctggactctt 

ttgtcgagtg 

tccttgtacc 

tgagtgctgc 

ttctgctggc 

ttgcctcgtg 

tgtgtgtcgt 

attcgttgtt 

tggtgttagg 

ctcaaaacat 

ttgctgttgc 

ctactttcaa 

cagttaagca 

aaagccagat 

tgttttttgg 

ttattttggc 

caaccattgc 

gtattttcgg 

ttatcatcat 

ctatccttgt 

ggttccccaa 

tcatgacttt 

ctctaggtta 



cgaagacgac 

gcatcattcg 

aaacctatat 

tgcaaaaatt 

cgaatcggag 

aaattccaaa 

tatctcgcat 

aagtaacact 

ggaaacagaa 

gccactaccc 

attatttttc 

gttaggaata 

tgtcgccttt 

actacttgta 

aagcgcttca 

aggttttact 

gttgttggcc 

gttcttccta 

atctccccta 

tgtagcgttg 

catttccatg 

attgccatct 

gatgaataag 

gtattatatc 

tgaaggtgct 

taccggatta 

aatgggaggt 

aaaagcatta 

tatcctgatg 

tcccttggtg 

tttcggttgt 

tgtcactgcc 

cttaacgaga 

tggtatcatg 



gacgaatttt 

cagtataaca 

atcgatcttt 

acaaagaaat 

cagtttttca 

atttcccagc 

agcaagcaag 

tggaaagaca 

tataatgcaa 

agaccgataa 

accaagaaag 

aagaccttca 

ttgtgggcta 

gtccttttca 

tcagaaattt 

ttgggtgaag 

ttcgctggtt 

tcaatgtgga 

ttggatgcca 

gctgcaaata 

tcgtacttga 

ggtatcctgg 

accaaattgg 

attactgtca 

tttgggtcat 

ctatcaacac 

attgctttgg 

caaaagaaaa 

ttggttgtgg 

caagaagttg 

gcattattgt 

atctctaaag 

ggtgttccag 

gcatctgttg 



1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3146 



<210> 168 
<211> 881 
<212> PRT 

<213> Candida albicans 



<400> 168 

Met Arg Phe Ser His Phe Leu Lys Tyr Asn Ala Val Pro Glu Trp Gin 
15 10 15 

Asn His Tyr Met Asp Tyr Ser Glu Leu Lys Asn Leu He Tyr Thr Leu 
20 25 30 

Gin Thr Asp Glu Leu Gin Val Gly Asp Asn Glu Glu Gly Phe Gly Ala 
35 40 45 

Gly Lys Ser Ser Asn He Thr Asp Arg Phe Lys Asn Lys Phe Ser Phe 
50 55 60 

Lys Asn Ala Lys Glu Asp Thr Ser Ser Gly Met Asn Lys Asp Ala Gly 
65 70 75 80 
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lie Val Glu Glu Thr lie Glu Leu Arg Glu Leu Pro Thr Ala Gin Thr 
85 90 95 

Val Ala Ala Lys Pro Ser Pro Phe Arg Arg Met Lys Glu Lys lie Phe 
100 105 110 

Tyr Lys Arg Arg Ser Ser Ser Ala Ser Ser Val Ser Ser Thr Ala Asn 
115 120 125 

Glu Asn Leu Gin Leu Asp Thr Tyr Asp Thr Phe Val Gly Asp Leu Thr 

130 135 140 

Ala Glu Lys Gin Lys Val Asp Asp Phe Tyr Lys Arg Thr Glu Ala Lys 
145 150 155 160 

Phe Tyr Asp Lys Phe Asp Ala Leu Val Lys Asp Leu Lys Lys lie Gly 
165 170 175 

Val lie Glu Tyr Asp lie Asp Asp Asp Thr Leu Phe Asn Glu Pro lie 
180 185 190 

Ala Ser Thr Asn Asp Glu Val Pro Pro Leu Asp Leu Asp Asp Asp Glu 
195 200 205 

Asp Asp Asp Glu Phe Tyr Asp Asp Gin Ser Asn lie Glu Asp Asn Thr 
210 215 220 

Ala Leu Leu His His. Ser Gin Tyr Asn lie Lys Ser Gin Lys Lys Ser 
225 230 235 240 

Leu Leu Lys Lys Ser lie Val Asn Leu Tyr lie Asp Leu Cys Gin Leu 
245 250 255 

Lys Ser Phe lie Glu Leu Asn Arg lie Gly Phe Ala Lys lie Thr Lys 
260 265 270 

Lys Ser Asp Lys Val Leu His Leu Asn Thr Arg Thr Glu Leu lie Glu 
275 280 285 

Ser Glu Gin Phe Phe Lys Asp Thr Tyr Ala Phe Gin Ala Glu Thr lie 
290 295 300 

Glu Leu Leu Asn Ser Lys lie Ser Gin Leu Val Thr Phe Tyr Ala Arg 
305 310 315 320 

lie Thr Asp Arg Pro His Asn lie Ser His Ser Lys Gin Glu Leu Lys 
325 330 335 

Ser Tyr Leu His Asp His lie Val Trp Glu Arg Ser Asn Thr Trp Lys 
340 345 350 

Asp Met Leu Gly Leu Leu Ser Gin Ala Asp Glu Leu Thr Pro Lys Glu 
355 360 365 



Thr Glu Tyr Asn Ala Asn Lys Leu Val Gly Lys Leu Asp Leu Glu Tyr 
370 375 380 



178 



Tyr Arg Trp Pro Leu Pro Arg Pro lie Asn Leu Lys Phe Thr Ser lie 
385 390 395 400 

Asn Asn Val Ala Leu Pro Lys Leu Phe Phe Thr Lys Lys Ala Tyr Lys 
405 410 415 

lie Tyr Phe lie lie Leu Val Thr Gly Leu Leu Leu Gly lie Lys Thr 
420 425 430 

Phe Asn Asp Ala Ala Gin His Arg Cys Met Ala Leu Val Glu Cys Val 
435 440 445 

Ala Phe Leu Trp Ala Ser Glu Ala lie Pro Leu His lie Thr Ala Phe 
450 455 460 

Leu Val Pro Leu Leu Val Val Leu Phe Lys Val Leu Lys Thr Ser Asp 
465 470 475 480 

Gly Ala lie Met Ser Ala Ala Ser Ala Ser Ser Glu lie Leu Ala Ala 
485 490 495 

Met Trp Ser Ser Thr lie Met lie Leu Leu Ala Gly Phe Thr Leu Gly 
500 505 510 

Glu Val Leu Ala Gin Tyr Asn lie Ala Lys Val Leu Ala Ser Trp Leu 
515 520 525 

Leu Ala Phe Ala Gly Cys Lys Pro Arg Asn Val Leu Leu Met Ala Met 
530 535 540 

Cys Val Val Phe Phe Leu Ser Met Trp lie Ser Asn Val Ala Ala Pro 
545 550 555 560 

Val Leu Thr Tyr Ser Leu Leu Ser Pro Leu Leu Asp Ala Met Asp Ala 
565 570 575 

Asp Ser Pro Phe Ala Gin Ala Leu Val Leu Gly Val Ala Leu Ala Ala 
580 585 590 

Asn lie Gly Gly Met Ser Ser Pro lie Ser Ser Pro Gin Asn lie lie 
595 600 605 

Ser Met Ser Tyr Leu Lys Pro Tyr Gly lie Gly Trp Gly Gin Phe Phe 

610 615 620 

Ala Val Ala Leu Pro Ser Gly lie Leu Ala Met Leu Leu Val Trp lie 
625 630 635 640 

Leu Leu Phe Thr Thr Phe Lys Met Asn Lys Thr Lys Leu Glu Lys Phe 
645 650 655 

Lys Pro lie Lys Thr Lys Phe Thr Val Lys Gin Tyr Tyr lie lie Thr 
660 665 670 



Val Thr Val Ala Thr lie Leu Leu Trp Cys Val Glu Ser Gin lie Glu 
675 680 685 



JL-QOi:i 



179 



Gly Ala Phe Gly Ser Ser Gly Gin He Ala He He Pro He Val Leu 
690 695 700 

Phe Phe Gly Thr Gly Leu Leu Ser Thr Gin Asp Leu Asn Ala Phe Pro 
705 710 715 720 

Trp Ser He Val He Leu Ala Met Gly Gly He Ala Leu Gly Lys Ala 
725 730 735. 

Val Ser Ser Ser Gly Leu Leu Ser Thr He Ala Lys Ala Leu Gin Lys 
740 745 750 

Lys He Glu Asn Asp Gly Val Phe Ala He Leu Cys He Phe Gly He 
755 760 765 

Leu Met Leu Val Val Gly Thr Phe Val Ser His Thr Val Ser Ala He 
770 775 780 

He He He Pro Leu Val Gin Glu Val Gly Asp Lys Leu Gly Asn Pro 
785 790 795 800 

Lys Ala Ala Pro He Leu Val Phe Gly Cys Ala Leu Leu Ser Ser Cys 
805 810 815 

Gly Met Gly Leu Ala Ser Ser Gly Phe Pro Asn Val Thr Ala He Ser 
820 825 830 

Lys Val Asp Arg Lys Gly Asp Arg Tyr Leu Ser Val Met Thr Phe Leu 
835 840 845 

Thr Arg Gly Val Pro Ala Ser He Leu Ala Phe Leu Cys Val He Thr 
850 855 860 

Leu Gly Tyr Gly He Met Ala Ser Val Val Lys Gly Asn Ala Thr Ser 
865 870 875 880 

Ala 



<210> 169 
<211> 2093 
<212> DNA 

<213> Candida albicans 
<400> 169 

actgccatct cttccattct ttgaaaagat 
gcatttcatt taaagacgga tcatatattc 
cttgtcgctt ccattcgttg gcctctttta 
tctggtaacg tgaataatcc ttgtatccac 
gtaccagaac tgagttggcc ttatctacat 
attactgatg tggtgcgcct tgcgatataa 
catcctgaaa ttatttcacc gcactacgca 
aaatgatcat tgacatcgtg atcgtaagcc 
gtagagtaaa agctcttgag atgaaggaga 



tattaagttc gtcgttaagt tccgcaatct 60 
ttgtgctttt ttgttttatc tctttactta 120 
tggattttac cttagacacg ttcctgggcc 180 
ctgccgactc tgcttgctgc tcttgaaatc 240 
ttctactcat tttgaatgca caggtatctg 300 
cggtgtgtca cttttatttg ctctttcatg 360 
aagagaacgg agaaaaaggt ataatagggc 42 0 
aaaaaaaaat acaataggct ccctaaataa 480 
atgacatgaa taatggcgta gataaatggg 54 0 
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taaatgagga agatggtcga aatgatcatc ataacaacaa taataacttg atgaagaagg 600 

ccatgatgaa caatgagcaa attgatagaa ctcaggatat cgacaacgcc aaagaaatgt 660 

tgaggaaaat atcaagtgaa agcagctcgc gcagaagctc cctgttgaat aaagattcat 72 0 

ctctcgtgaa cggcaatgca aacagtggcg gtggtacgag cattaacgga acaagaggaa 7 80 

gttctaagag tagtaataca cactttcagt atgcctccac ggcgtatggt gtaagaatgt 840 

tgagtaaaga tatatctaat accaaagtgg aactggatgt ggaaaatttg atgattgtta 900 

cgaaactcaa cgatgtctca ctgtatttct taacaagaga gttggtagaa tgggttttgg 96 0 

tacattttcc acgtgtgact gtttatgtgg attccgaatt gaaaaacagc aaaaaatttg 1020 

ccgctggcga gttatgtgaa gatagtaaat gtagagaatc aaggatcaag tattggacaa 1080 

aggatttcat cagggaacat gatgttttct tcgatttggt agtgactttg ggtggcgacg 1140 

gtactgttct ttttgtaagt tccatttttc agagacatgt accacccgtt atgtcgtttt 1200 

cattagggtc tctaggattt ttaacaaatt ttaagtttga acatttcagg gaggatttac 1260 

ctcggattat gaatcataaa atcaagacaa atttacggtt gaggttggag tgcacaattt 1320 

atcgtagaca ccgccctgaa gtagacccaa acacggggaa gaaaatatgt gtggtggaaa 13 80 

aactaagcac acaccacatt ttgaacgaag tgaccatcga tcgtggtcca agtccttttc 1440 

tatccatgtt agaattgtat ggtgacggct cattaatgac cgttgcgcag gcggacggac 15 0 0 

tgattgctgc tactccgact gggtccacgg cctattcttt gagtgcaggt gggtcattgg 1560 

tatgcccaac cgtcaatgca atcgctttaa cacccatttg tccacatgca ttgagtttca 1620 

gacccatcat cttaccagaa agtataaatt taaaagtgaa agtctcgatg aagtcaaggg 1680 

ctccagcatg ggcggctttt gatgggaaag atagaattga attgcaaaaa ggtgatttta 1740 

taaccatatg cgccagccca tatgcttttc caaccgtgga agcctcgccc gatgagttta 1800 

ttaacagtat cagtcgacaa ctaaactgga atgtgaggga acaacaaaag tcctttacgc 1860 

atattttgtc ccaaaagaac caagaaaaat atgcacatga ggcgaacaaa gtcagaaatc 1920 

aagcagaacc tttagaggta ataagagata aatactctct ggaagcagac gctactaagg 1980 

aaaacaacaa cggaagcgat gatgagagcg acgatgagag tgtaaactgc gaagcttgca 2 040 

aattaaagcc ttcgagcgtc ccaaaacctt ctcaagcaag gttttcagta taa 2093 



<210> 170 
<211> 530 
<212> PRT 

<213> Candida albicans 



<400> 170 
Met Lys Glu Asn 
1 

Glu Asp Gly Arg 
20 

Lys Ala Met Met 
35 

Asn Ala Lys Glu 
50 

Arg Ser Ser Leu 
65 

Asn Ser Gly Gly 



Ser Ser Asn Thr 
100 

Met Leu Ser Lys 
115 



Asp Met Asn Asn 
5 

Asn Asp His His 



Asn Asn Glu Gin 
40 

Met Leu Arg Lys 
55 

Leu Asn Lys Asp 
70 

Gly Thr Ser lie 
85 

His Phe Gin Tyr 



Asp lie Ser Asn 
120 



Gly Val Asp Lys 
10 

Asn Asn Asn Asn 
25 

lie Asp Arg Thr 



lie Ser Ser Glu 
60 

Ser Ser Leu Val 
75 

Asn Gly Thr Arg 
90 

Ala Ser Thr Ala 
105 

Thr Lys- Val Glu 



Trp Val Asn Glu 
15 

Asn Leu Met Lys 
30 

Gin Asp lie Asp 
45 

Ser Ser Ser Arg 



Asn Gly Asn Ala 
80 

Gly Ser Ser Lys 
95 

Tyr Gly Val Arg 
110 

Leu Asp Val Glu 
125 
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Asn Leu Met He Val Thr Lys Leu Asn Asp Val Ser Leu Tyr Phe Leu 
130 135 140 

Thr Arg Glu Leu Val Glu Trp Val Leu Val His Phe Pro Arg Val Thr 
145 150 155 160 

Val Tyr Val Asp. Ser Glu Leu Lys Asn Ser Lys Lys Phe Ala Ala Gly 
165 170 175 

Glu Leu Cys Glu Asp Ser Lys Cys Arg Glu Ser Arg He Lys Tyr Trp 
180 185 190 

Thr Lys Asp Phe He Arg Glu His Asp Val Phe Phe Asp Leu Val Val 
195 200 205 

Thr Leu Gly Gly Asp Gly Thr Val Leu Phe Val Ser Ser He Phe Gin 
210 215 220 

Arg His Val Pro Pro Val Met Ser Phe Ser Leu Gly Ser Leu Gly Phe 
225 230 235 240 

Leu Thr Asn Phe Lys Phe Glu His Phe Arg Glu Asp Leu Pro Arg He 
245 • 250 255 

Met Asn His Lys He Lys Thr Asn Leu Arg Leu Arg Leu Glu Cys Thr 
260 265 270 

He Tyr Arg Arg His Arg Pro Glu Val Asp Pro Asn Thr Gly Lys Lys 
275 280 285 

He Cys Val Val Glu Lys Leu Ser Thr His His He Leu Asn Glu Val 
290 295 300 

Thr He Asp Arg Gly Pro Ser Pro Phe Leu Ser Met Leu Glu Leu Tyr 
305 310 315 320 

Gly Asp Gly Ser Leu Met Thr Val Ala Gin Ala Asp Gly Leu He Ala 
325 330 335 

Ala Thr Pro Thr Gly Ser Thr Ala Tyr Ser Leu Ser Ala Gly Gly Ser 
340 345 350 

Leu Val Cys Pro Thr Val Asn Ala He Ala Leu Thr Pro He Cys Pro 

355 360 365 

His Ala Leu .Ser Phe Arg Pro He He Leu Pro Glu Ser He Asn Leu 
370 375 380 

Lys Val Lys Val Ser Met Lys Ser Arg Ala Pro Ala Trp Ala Ala Phe 
385 390 395 400 

Asp Gly Lys Asp Arg He Glu Leu Gin Lys Gly Asp Phe He Thr He 
405 410 415 

Cys Ala Ser Pro Tyr Ala Phe Pro Thr Val Glu Ala Ser Pro Asp Glu 
420 425 430 
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Phe lie Asn Ser 
435 

Gin Lys Ser Phe 
450 

Ala His Glu Ala 
465 

lie Arg Asp Lys 



Asn Gly Ser Asp 
500 

Cys Lys Leu Lys 
515 



lie Ser Arg Gin 
440 

Thr His lie Leu 
455 

Asn Lys Val Arg 
470 

Tyr Ser Leu Glu 

485 

Asp Glu Ser Asp 



Pro Ser Ser Val 
520 



Leu Asn Trp Asn 



Ser Gin Lys Asn 
460 

Asn Gin Ala Glu 
475 

Ala Asp Ala Thr 
490 

Asp Glu Ser Val 
505 

Pro Lys Pro Ser 



Val Arg Glu Gin 
445 

Gin Glu Lys Tyr 



Pro Leu Glu Val 
480 

Lys Glu Asn Asn 
495 

Asn Cys Glu Ala 
510 

Gin Ala Arg Phe 
525 



Ser Val 
530 



<210> 171 
<211> 1255 
<212> DNA 

<213> Candida albicans 



<400> 171 

aggttgtgtt cttcaatgat gggcaatgca 
aacagcgaaa tttatgacat attatttcga 
tattacctat tggcattcat ttgtgttcta 
catcggaggc catatcatct ttcgacaatc 
taatagattt gtgtagttgt ctgggtgcaa 
ttttcatgtt tttcagattc tgaagtaccg 
gatccgcctc atactagcca ttacccatct 
atctcaaata cacaaataag agcaacctta 
aaagccacca aaggttcaaa atgcaaatgt 
gaaataatat gaggattata cgatagcaaa 
atgattgaca agctcacaat ttattaaaca 
gcaagcttct gagtttacat taaatctgta 
aagggtttgt ttgttccatc ttattttgca 
aaaatatttt ttactaacgt gaagtttctt 
ttactccata aatgaactta ttccaatttt 
gaccatcact ttggaagttg aatcttctga 
agacaaggaa ggtatcccac ctgaccaaca 
agacggtaga actctatctg actacaacat 
gagattaaga ggtggtatca ttgaaccatc 
tgacaaatct gtttgtcgta aatgttacgc 
aaagagaaag tgtggtcaca ccaaccaatt 



atttggcgtt aagcgcctga gcaataaggt 60 
accttttaca aactagtaga tttagtgatt 120 
tatgtggatg aggatagccg cctttcttct 180 
ctttttaaat actatttcca tccgtgcctc 240 
tctttccatt tttgctgaac tttttttttt 300 
caataggata tggcggataa tccgccatat 3 60 
atcccaggca ttatgggtat gcaactcata 420 
tatatcactt tttcccgttc agcaagaggt 480 
atgttacggc gaatacagaa tactatgttc 540 
aaagccataa acgaaagaca taaatggaaa 600 
agtagcaatt gagaaaaact attactcgcg 660 
gagcaaattg aaaatgtcgc atatgtgctg 72 0 
taacatagtt atatttactt ggtcgcataa 780 
tctttatgat gtacgcacgc acgtctgtgc 840 
gtacagcttc gttaagactt tgactggtaa 900 
caccattgac aatgtcaagt ccaagatcca 960 
aagattgatc tttgctggta agcaattgga 102 0 
ccaaaaggaa tccactttac atttggtctt 1080 
tttgaaagcc ttggcttcca aatacaactg 1140 
cagattacca ccaagagcta ccaactgtag 1200 
gcgtccaaag aagaagttga aataa 1255 



<210> 172 
<211> 128 
<212> PRT 

<213> Candida albicans 
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<400> 172 
Met Gin lie Phe 
1 

Val Glu Ser Ser 
20 

Lys Glu Gly lie 
35 

Gin Leu Glu Asp 
50 

Ser Thr Leu His 
65 

Ser Leu Lys Ala 



Arg Lys Cys Tyr 
100 

Arg Lys Cys Gly 
115 



Val Lys Thr Leu 

5 

Asp Thr lie Asp 



Pro Pro Asp Gin 
40 

Gly Arg Thr Leu 
55 

Leu Val Leu Arg 
70 

Leu Ala Ser Lys 

85 

Ala Arg Leu Pro 



His Thr Asn Gin 
120 



Thr Gly Lys Thr 
10 

Asn Val Lys Ser 
25 

Gin Arg Leu lie 



Ser Asp Tyr Asn 
60 

Leu Arg Gly Gly 
75 

Tyr Asn Cys Asp 
90 

Pro Arg Ala Thr 
105 

Leu Arg Pro Lys 



lie Thr Leu Glu 
15 

Lys lie Gin Asp 
3 0 

Phe Ala Gly Lys 
45 

lie Gin Lys Glu 



lie lie Glu Pro 
80 

Lys Ser Val Cys 
95 

Asn Cys Arg Lys 
110 

Lys Lys Leu Lys 
125 



<210> 173 
<211> 1175 
<212> DNA 

<213> Candida albicans 
<400> 173 

agctctcaaa caactaatac tataagttca agtacaagca caggaggtgt aggttcagtc 60 
aagccatgtc tttacttcgt tttaatgtta gaaacaatcg cttatttgtt ttcttaaaca 120 
aatatattag gttcaaggtc ttcgcaggtg taagaaaacc cgtggtctcc atattcttaa 180 
gtatgataaa taaaaaaaaa cttaataaat tattaattgc ttcaaacctt tttctttttt 24 0 
tagtttttaa tatttcaaac gttatcttca ttgaacgccc aaatagggaa aaatcctggc 3 00 
aaatttttta ttgctgtcat ccaaggctat gctagaaaat tcaagagctt ggatgattta 3 60 
aaaagacact ctcaatcgag aaagtttatt ctttgttatt ctgctttacc tgatcatatt 420 
ccggcgtatt gtttctaatc aagtgatttc gatatccagt tacgaaccat ttacaacatt 480 
cctgaaaata ttgcgtatca atgatatttg ctccttcttt ctccctcatt aaaaatattc 540 
tcctggtaag ctttctaatc agccacagtt ttgctgccaa aactttaacg tctagttcca 600 
atgacgatac acttgccagg tccgcagctg cagatgcaga catggcattc ttcatggagt 660 
ttttaaacga tttcgacacc gcttttccac agtatacctc atacatgatg caaaaccatt 720 
taaccctacc tcaacctgtt gctgactact actatcacat ggttgatttg gcctcaacag 780 
cagatttaca atctgatatt gctcagagtt ttccgttcac tcaattccaa acattcatta 840 
cggcctttcc atggtatacc tctttgctaa acaaagcctc cgccaccacc atataccttc 900 
cccaacactt cataacaggt gagacagaag ctaccatgac taactcatct tatgccagcc 960 
aaaaaaactc cgtttccaat tctgttcctt tctcgacagc gaacgcaggc cagtccatga 102 0 
tttccatggc taatgaagaa aacagtacaa cagcacttat atccgcatca aactcttctt 1080 
caacatccag aactagtcaa tcacagaatg gtgcccatgc caaaagctta tatttcccca 1140 
tggcgttgtt cggaatcttt gcagttgccc tttaa 1175 
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<210> 174 

<211> 224 
<212> PRT 

<213> Candida albicans 
<400> 174 

Met lie Phe Ala Pro Ser Phe Ser Leu lie Lys Asn lie Leu Leu Val 
15 10 15 

Ser Phe Leu lie Ser His Ser Phe Ala Ala Lys Thr Leu Thr Ser Ser 
20 25 30 

Ser Asn Asp Asp Thr Leu Ala Arg Ser Ala Ala Ala Asp Ala Asp Met 
35 40 45 

Ala Phe Phe Met Glu Phe Leu Asn Asp Phe Asp Thr Ala Phe Pro Gin 

50 55 60 

Tyr Thr Ser Tyr Met Met Gin Asn His Leu Thr Leu Pro Gin Pro Val 
65 70 75 80 

Ala Asp Tyr Tyr Tyr His Met Val Asp Leu Ala Ser Thr Ala Asp Leu 
85 90 95 

Gin Ser Asp lie Ala Gin Ser Phe Pro Phe Thr Gin Phe Gin Thr Phe 
100 105 110 

lie Thr Ala Phe Pro Trp Tyr Thr Ser Leu Leu Asn Lys Ala Ser Ala 
115 120 125 

Thr Thr lie Tyr Leu Pro Gin His Phe lie Thr Gly Glu Thr Glu Ala 
130 135 140 

Thr Met Thr Asn Ser Ser Tyr Ala Ser Gin Lys Asn Ser Val Ser Asn 
145 150 155 160 

Ser Val Pro Phe Ser Thr Ala Asn Ala Gly Gin Ser Met lie Ser Met 
165 170 175 

Ala Asn Glu Glu Asn Ser Thr Thr Ala Leu lie Ser Ala Ser Asn Ser 
180 185 190 

Ser Ser Thr Ser Arg Thr Ser Gin Ser Gin Asn Gly Ala His Ala Lys 
195 200 205 

Ser Leu Tyr Phe Pro Met Ala Leu Phe Gly lie Phe Ala Val Ala Leu 
210 215 220 



<210> 
<211> 



175 
1618 
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<212> DNA 

<213> Candida albicans 



<400> 175 

gcaccctttt 

aatatttccc 

tacctatttc 

gcctactttg 

cggtcaccga 

gaggagctgg 

gaacatcacc 

aaaaatcgcg 

gataagatac 

cccaactttt 

atatcccata 

tttaatcata 

gggtttagaa 

aatatacatc 

aaattccacg 

caaatgaacg 

accatacgtt 

ggaaaagttg 

tgccatctct 

tgctactcca 

tttcaaggaa 

ggaagcttct 

atttgttgat 

gtacttgttg 

atggtccatc 

tgaagaagct 

aggtcaagct 



tctttttcaa 
tttttacatc 
ttaaaggcct 
aaaaatttac 
acctttgtgc 
aaagatggaa 
ttctctagtt 
agttattaag 
tgataggata 
gttggccgct 
cgattatgtt 
tttggaggtc 
gagttagaat 
ctcgactgtg 
ggatataatt 
ctcttactaa 
ttcaatgcta 
gttttggctg 
tccagaacct 
atcgccggta 
ccaagattgg 
tacgttaaca 
gtcgccatcc 
gctagagaag 
atgccagatt 
gctgccgctg 
gaagctactg 



taacaaaaaa 
cgtacatata 
ttgtcacttc 
caaggcgaaa 
tgtttcgaac 
tggaaggact 
cctgtaaaaa 
tgtgtaattt 
atgtctttac 
aacacccatt 
ctatagatga 

^gagg^-ccaa 

ttcacttctt 
tcaaagatta 
cggtacttta 
cataatttat 
gaccagatgg 
ctagaattat 
acggtcaaag 
gattcactcc 
ttattgttac 
ttccagtcat 
catgtaacaa 
ttttgagact 
tgtacttcta 
aagaaggtga 
aatgggctga 



gagcttgggc 
aaatgtaaac 
tttatgggaa 
ttgagtgcgc 
gagggtcccg 
gcaacactca 
taatatgatc 
agaataccga 
cagctacttt 
taggtgctag 
taataggtct 
aggtaatttc 
agtgagggta 
tgaactccga 
ttggatatgg 
ctttcctctc 
tgttcacgtt 
tgctgccatt 
agctgtcttg 
aggttctttc 
cgacccaaga 
tgctttgact 
cagaggtaag 
aagaggtgct 
cagaaaccca 
agaagaagaa 
agaaaatgca 



attacgtttt 
ccatgcattc 
tggcgctact 
taggcggaag 
ctggaggttg 
gtaagaaggt 
aagtttgaat 
aatagcacaa 
tgatttgact 
aaacgttcaa 
cgaaaagaat 
agaggaattt 
aggagaagaa 
tgaaacagta 
aagaaaacat 
tttttttagg 
atcaatgttg 
ccaaacccag 
aaatttgctg 
actaattaca 
t tagacgctc 
gatttggact 
cactccatcg 
ttggtcgaca 
gaagaagttg 
gttaaggaag 
gacaacgttg 



caacactttt 
atgacaattt 
ttaattttcc 
ttccagggca 
acggacgcgg 
tcgtggtagg 
cctcgtattg 
gaagagataa 
ccagaggatg 
gtatgtacac 
atgtccccga 
tgaacacgcc 
actcaataag 
aaacgtcaaa 
tatafcatgca 
tccaccaaga 
gtaagacctg 
aagatgttgt 
ctcacactgg 
tcacccgttc 
aggcca ttaa 
ccccatctga 
gtttaatctg 
gaactcaacc 
agcaagttgc 
aagtcactga 
aatggtaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1618 



<210> 176 
<211> 252 
<212> PRT 

<213> Candida albicans 

<400> 176 

Met Ser Leu Pro Ala Thr Phe Asp Leu Thr Pro Glu Asp Ala Gin Leu 
15 10 15 

Leu Leu Ala Ala Asn Thr His Leu Gly Ala Arg Asn Val Gin Val His 
20 25 30 

Gin Glu Pro Tyr Val Phe Asn Ala Arg Pro Asp Gly Val His Val lie 
35 40 45 

Asn Val Gly Lys Thr Trp Glu Lys Leu Val Leu Ala Ala Arg lie lie 
50 55 60 

Ala Ala lie Pro Asn Pro Glu Asp Val Val Ala lie Ser Ser Arg Thr 
65 70 75 80 



Tyr Gly Gin Arg Ala Val Leu Lys Phe Ala Ala His Thr Gly Ala Thr 
85 90 95 
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Pro lie Ala Gly 
100 

Arg Ser Phe Lys 
115 

Asp Ala Gin Ala 
130 

Ala Leu Thr Asp 
145 

Pro Cys Asn Asn 



Leu Ala Arg Glu 

180 

Gin Pro Trp Ser 
195 

Glu Val Glu Gin 
210 

Glu Glu Glu Val 
225 

Glu Trp Ala Glu 



Arg Phe Thr Pro 



Glu Pro Arg Leu 

120 

lie Lys Glu Ala 
135 

Leu Asp Ser Pro 
150 

Arg Gly Lys His 
165 

Val Leu Arg Leu 



lie Met Pro Asp 
200 

Val Ala Glu Glu 
215 

Lys Glu Glu Val 
230 

Glu Asn Ala Asp 
245 



Gly Ser Phe Thr 
105 

Val lie Val Thr 



Ser Tyr Val Asn 
140 

Ser Glu Phe Val 
155 

Ser lie Gly Leu 
170 

Arg Gly Ala Leu 
185 

Leu Tyr Phe Tyr 



Ala Ala Ala Ala 
220 

Thr Glu Gly Gin 
235 

Asn Val Glu Trp 
250 



Asn Tyr lie Thr 
110 

Asp Pro Arg Leu 

125 

lie Pro Val lie 



Asp Val Ala lie 
160 

lie Trp Tyr Leu 
175 

Val Asp Arg Thr 
190 

Arg Asn Pro Glu 
205 

Glu Glu Gly Glu 



Ala Glu Ala Thr 
240 



<210> 177 
<211> 2345 
<212> DNA 

<213> Candida albicans 



<400> 177 

cttcccatgt 

aagacccagc 

tccatgcttg 

actattcttt 

agtatcctgt 

ggagtttggc 

catcgtgaac 

cggctacact 

acgcgtataa 

tggggcttgt 

ttgggtttat 

ctgagaatgc 

ttttgagggg 

acaatttgat 

aacaatatgg 

cgatggtgct 

ctttgggtgt 

ttgttgtctt 

cttccttaga 



agaatatcat 
taaagtcctt 
ctaacttatt 
ttttttttcc 
agcctagaaa 
ttccctctat 
ctctcacttt 
tagaaagaaa 
taeaccaaga 
cccgcgtata 
ttctatagct 
attgatgcct 
ctatcgatct 
gggttcttgg 
agaaacattg 
tgccgttcca 
atctttagca 
cagcgaaaat 
tttgactggt 



tgtcaaacat 
ttggtgtgtc 
accgtcaata 
aaagagcact 
ggttgaagct 
ttgtatattg 
aatgccagcg 
tgacatttgc 
atggccttat 
atcgccttat 
attctgccta 
tcacaagcgt 
caaattaaag 
ttacaagaat 
tacggtgtaa 
tggtttaatt 
agatttttct 
cctcgtgcag 
ggttccattg 



actactaccg 
aatggaacac 
gaagacttga 
atgttgataa 
tataaaaccg 
atcgccatcc 
gtagaaaaaa 
tgtcttataa 
tggagaagtt 
taccagttat 
tggatggaca 
atagttactt 
aaatggtaaa 
ttggtactaa 
tgcacgctcc 
cagatgatga 
cacgttggcc 
cattaagatc 
aagctgctgt 



tgagaatcca 
cacgtaattg 
gtcaggtggc 
taccgcagta 
tgccaacagc 
ctacgaagtt 
aagtcataaa 
aaggacttga 
gcatcgaagg 
ttccatgcta 
gtacagaaga 
tagagaatct 
catgacttct 
gactgctatt 
taggggtgat 
attcaatatt 
agtatggtcc 
atgggttgag 
tgtgttggat 



atctactaaa 
tgaaatagct 
tttaatgagt 
attttttttg 
tttatagtgg 
attgggaacg 
caatacacgc 
cagaccaaag 
attgttgata 
tgcgctctat 
acatacattt 
gaatggaaca 
atggaaagaa 
tacgaaaatg 
ggaacagaag 
ggcggcgcag 
aagaatataa 
gcataccata 
tattcgagta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 
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cggaagattt cttcgagtat gtagaaatct 
atttggatct tgtcaacatc gctatatcca 
tgcacggtct acccagtgat cagttaacta 
tatgcctggg aataagggat tgggcgttgt 
catttagcgg ctggaggatt caatctgtaa 
atattactac atttggacgt atacccgaag 
aaaaatttca ccaatcgttc ttcttttatt 
ttagtagtta tttgccaagc gctgtggctt 
atgcatttat aaacaatgct tatgcaaata 
cgttgttggt ttggttcgtg tcattggtga 
taataccttc atcgggatta ttgatgacaa 
tactttccag aaaaattcac atctcagaac 
ttttatattt cagtttggtt tcaacatctt 
tgatcggcac attggcattt cctatgacat 
aacatgaggt gacaactcaa tcctctaacc 
agctcgtcga gaatcacatg gatacaacgc 
taaaaaattt agtactatta attttgacaa 
tattttttga tgatgaattt catggatttg 
tggatttgaa atgttggagt tggtttgtac 
tgatattagc gtcatcgttt gaatctaaat 
gttag 



catacgacgg tctgaatggt gagctgccca 12 0 0 
ttacggaaca tgaaggtatg aaagtttctt 12 6 0 
ataataattt ctggtcaaga ttaaaaatat 1320 
ccggtgttaa aaagccccat ggtaacgagg 1380 
cattgaaagc acatggaaac agtggtcatg 1440 
caatgtttcg ctctattaat aaccttttgg 1500 
tgttattagc accacgtcag ttcgtatcca 15 6 0 
tatctatagc attcgccata agttcattaa 162 0 
tatccttatt ttccgagtat aatttggtag 1680 
tatcatttgt tgtttcacaa gcgtttcttc 1740 
ttagcatggc atcttgtttt ttacctttga 1800 
cactatcata caggttgaaa aatgttgctt 1860 
tgctaatgat aaactttgca atggctttac 1920 
ttgtgaagac cattgttgaa agttctagcg 1980 
caataaaaac tgagccgaaa gatgagatag 2 04 0 
cagcaacccc ccaacaacag aaacaaaaac 2100 
atccatttat ttcaataacc ttattcggac 2160 
atataataaa caaactggtt tcagcatggt 222 0 
tttgtatagg ttggcttcca tgttggctat 2280 
ctgtcgtagt aaggtcgaaa gaaaagcaaa 2 34 0 

2345 



<210> 178 
<211> 614 
<212> PRT 

<213> Candida albicans 



<400> 178 
Met Ala Leu Leu 
1 

Val Pro Arg lie 
20 

Leu Phe Gly Phe 
35 

Arg Arg Thr Tyr 
50 

Ser Tyr Phe Arg 
65 

Gin lie Lys Glu 



Met Gly Ser Trp 
100 

Asn Glu Gin Tyr 
115 

Gly Asp Gly Thr 

130 

Asp Asp Glu Phe 



Glu Lys Leu His 

5 

lie Ala Leu Leu 



lie Ser lie Ala 
40 

lie Ser Glu Asn 
55 

Glu Ser Glu Trp 

70 

Met Val Asn Met 
85 

Leu Gin Glu Phe 



Gly Glu Thr Leu 
120 

Glu Ala Met Val 
135 

Asn lie Gly Gly 



Arg Arg lie Val 

10 

Pro Val lie Ser 
25 

lie Leu Pro Met 



Ala Leu Met Pro 
60 

Asn lie Leu Arg 
75 

Thr Ser Met Glu 
90 

Gly Thr Lys Thr 
105 

Tyr Gly Val Met 



Leu Ala Val Pro 
140 

Ala Ala Leu Gly 



Asp Met Gly Leu 
15 

Met Leu Cys Ala 
30 

Asp Gly Gin Tyr 
45 

Ser Gin Ala Tyr 



Gly Tyr Arg Ser 
80 

Arg Asn Asn Leu 
95 

Ala lie Tyr Glu 
110 

His Ala Pro Arg 
125 

Trp Phe Asn Ser 



Val Ser Leu Ala 



145 



188 



150 155 160 



Arg Phe Phe Ser Arg Trp Pro Val Trp Ser Lys Asn lie lie Val Val 
165 170 175 

Phe Ser Glu Asn Pro Arg Ala Ala Leu Arg Ser Trp Val Glu Ala Tyr 
180 185 190 

His Thr Ser Leu Asp Leu Thr Gly Gly Ser He Glu Ala Ala Val Val 
195 200 205 

Leu Asp Tyr Ser Ser Thr Glu Asp Phe Phe Glu Tyr Val Glu He Ser 
210 215 220 

Tyr Asp Gly Leu Asn Gly Glu Leu Pro Asn Leu Asp Leu Val Asn He 
225 230 235 240 

Ala He Ser He Thr Glu His Glu Gly Met Lys Val Ser Leu His Gly 
245 250 255 

Leu Pro Ser Asp Gin Leu Thr Asn Asn Asn Phe Trp Ser Arg Leu Lys 
260 265 270 

He Leu Cys Leu Gly He Arg Asp Trp Ala Leu Ser Gly Val Lys Lys 
275 280 285 

Pro His Gly Asn Glu Ala Phe Ser Gly Trp Arg He Gin Ser Val Thr 
290 295 300 

Leu Lys Ala His Gly Asn Ser Gly His Asp He Thr Thr Phe Gly Arg 
305 310 315 320 

He Pro Glu Ala Met Phe Arg Ser He Asn Asn Leu Leu Glu Lys Phe 
325 330 335 

His Gin Ser Phe Phe Phe Tyr Leu Leu Leu Ala Pro Arg Gin Phe Val 
340 345 350 

Ser He Ser Ser Tyr Leu Pro Ser Ala Val Ala Leu Ser He Ala Phe 
355 360 365 

Ala He Ser Ser Leu Asn Ala Phe He Asn Asn Ala Tyr Ala Asn He 

370 375 380 

Ser Leu Phe Ser Glu Tyr Asn Leu Val Ala Leu Leu Val Trp Phe Val 
385 390 395 400 

Ser Leu Val He Ser Phe Val Val Ser Gin Ala Phe Leu Leu He Pro 
405 410 415 

Ser Ser Gly Leu Leu Met Thr He Ser Met Ala Ser Cys Phe Leu Pro 
420 425 430 

Leu He Leu Ser Arg Lys He His He Ser Glu Pro Leu Ser Tyr Arg 
435 440 445 



Leu Lys Asn Val Ala Phe Leu Tyr Phe Ser Leu Val Ser Thr Ser Leu 



189 



450 455 460 

Leu Met lie Asn Phe Ala Met Ala Leu Leu lie Gly Thr Leu Ala Phe 
465 470 475 480 

Pro Met Thr Phe Val Lys Thr lie Val Glu Ser Ser Ser Glu His Glu 
485 490 495 

Val Thr Thr Gin Ser Ser Asn Pro lie Lys Thr Glu Pro Lys Asp Glu 
500 505 510 

lie Glu Leu Val Glu Asn His Met Asp Thr Thr Pro Ala Thr Pro Gin 
515 520 525 

Gin Gin Lys Gin Lys Leu Lys Asn Leu Val Leu Leu lie Leu Thr Asn 
530 535 540 

Pro Phe lie Ser He Thr Leu Phe Gly Leu Phe Phe Asp Asp Glu Phe 
545 550 555 560 

His Gly Phe Asp He lie Asn Lys Leu Val Ser Ala Trp Leu Asp Leu 
565 570 575 

Lys Cys Trp Ser Trp Phe Val Leu Cys He Gly Trp Leu Pro Cys Trp 
580 585 590 

Leu Leu He Leu Ala Ser Ser Phe Glu Ser Lys Ser Val Val Val Arg 
595 600 605 

Ser Lys Glu Lys Gin Ser 
610 



<210> 179 
<211> 845 
<212> DNA 

<213> Candida albicans 



<400> 179 

tccgtcccaa 

aagaataaca 

ttagcaatgt 

gagagctata 

actagtcact 

cttgccaagg 

aaccacctaa 

tttcttcttg 

tgagtaagca 

gcaactcgcg 

atttctctga 

ctacaatcat 

agaccctccg 

gctcctgcac 

cctaa 



agatagcttg 
aggctcaatg 
aattatatta 
agccgacgtg 
tggtcgcatt 
gattagaatc 
gccatgcaag 
tacaaacgcc 
tatcagtcga 
cagtggcgtc 
tctctcattt 
atcttgtatg 
ttcgcaaccg 
tttgcacgtg 



atcatcctaa 
catatgctgt 
aaaagatctt 
aaagctgctg 
cattgctact 
acgtaagact 
tttttttttt 
aagcccgata 
atgaagttcc 
aaaaaactaa 
tctgttgtac 
cggcccgcaa 
tgctctctgt 
gcggagccat 



gcgggtcgca 
ttatcgtgct 
cagtcactat 
gttccagctt 
catctgcgag 
cttgatcctt 
catttggtgg 
ggtgagacaa 
aatatgcgtt 
taagtaaaca 
agcagtggga 
accaagagat 
tttcatcact 
cgcccggctt 



ttttactatc 
cacaaggcgg 
gagtggttga 
ggctcatgtc 
tgagcatatt 
agaagatatt 
cgaaacaaag 
ttcttgaagt 
ggccaaggaa 
ccactggctt 
cagtagagcc 
ttatcctttg 
atatgcacgc 
ccatatgtac 



cccagttccg 
tatgacgttt 
ttgccccata 
gtcaccagtc 
tgagatctga 
tctgacaaag 
gtgatgaaag 
aatggacctc 
cagctaggca 
ccggaatact 
attgaaaaaa 
agacattgtg 
tctttccaaa 
ggctgccaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

845 
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<210> 180 
<211> 114 
<212> PRT 

<213> Candida albicans 
<400> 180 

Met Lys Phe Gin Tyr Ala Leu Ala Lys Glu Gin Leu Gly Ser Asn Ser 
15 10 15 

Arg Ser Gly Val Lys Lys Leu lie Ser Lys His His Trp Leu Pro Glu 
20 25 30 

Tyr Tyr Phe Ser Asp Leu Ser Phe Ser Val Val Gin Gin Trp Asp Ser 
35 40 45 

Arg Ala lie Glu Lys Thr Thr lie lie Ser Cys Met Arg Pro Ala Asn 
50 55 60 

Gin Glu lie Tyr Pro Leu Arg His Cys Glu Thr Leu Arg Ser Gin Pro 
65 70 - 75 ' 80 

Cys Ser Leu Phe Ser Ser Leu Tyr Ala Arg Ser Phe Gin Ser Ser Cys 
85 90 95 

Thr Leu His Val Ala Glu Pro Ser Pro Gly Phe His Met Tyr Gly Cys 
100 105 110 

His Thr 



<210> 181 
<211> 959 
<212> DNA 

<213> Candida albicans 
<400> 181 

atcaaaagag tgtttcaagt aagtaaaaac atttgagcct ccccatttgt tgaaaggaga 6 0 
gaaattaaac ttggttgggg ttaattattt gatgggtata ttaatttgca accgcaaggt 12 0 
atcgataata aatattctac aaaaccttta tcaatagtgg tgaagtcttt agtgcgatct 180 
acctggggtt aatgaacgag aagttcttga gatatctttc ctgtttacct ccgtgcatcc 240 
tgtaaggaat tgggtttatc atttatcatt tattttagta caaacttttt tttttggccc 300 
gggcgcactt tttcaagcgg tgggaactca tcaaaatgaa aaactagata cttttagact 360 
tattaaatgg tttaaatatt ttgagatgtt cgttatatca gaaacttcct tacttctatc 420 
ttttattcca atacaaagaa gtcacaagat tacttggtaa gaaagaagca gttaattttt 4 80 
aattttgccg acaagccaag atgcaaattt tcgtcaagac tttaaccggt aagactatta 54 0 
ccctggaagt tgaatcttct gacactattg acaatgtcaa gtccaagatc caagacaagg 600 
aaggtattcc acctgaccaa caaagattga tctttgctgg taagcaattg gaagatggta 660 
gaactttgtc cgactacaac atccaaaagg aatctactct acacttggtc ttgagattga 720 
gaggtggtgg taagaagaga aagaagaagg tctacaccac cccaaagaag atcaagcaca 780 
agcacaagaa ggtcaagttg gctgtcttgt cctactacaa ggtcgatgct gaaggtaagg 840 
ttaccaaatt gagaagagaa tgtagcaac.c caacttgtgg tgctggtgtt ttcttggcta 90 0 
accacaagga cagattgtac tgtggtaagt gtcattccgt ctacaaggtt aacgcttaa 959 



<210> 182 
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<211> 152 
<212> PRT 

<213> Candida albicans 
<400> 182 

Met Gin lie Phe Val Lys Thr Leu Thr Gly Lys Thr He Thr Leu Glu 
15 10 15 

Val Glu Ser Ser Asp Thr He Asp Asn Val Lys Ser Lys He Gin Asp 
20 25 30 

Lys Glu Gly He Pro Pro Asp Gin Gin Arg Leu He Phe Ala Gly Lys 
35 40 45 

Gin Leu Glu Asp Gly Arg Thr Leu Ser Asp Tyr Asn He Gin Lys Glu 
50 55 60 

Ser Thr Leu His Leu Val Leu Arg Leu Arg Gly Gly Gly Lys Lys Arg 
65 70 75 80 

Lys Lys Lys Val Tyr Thr Thr Pro Lys Lys He Lys His Lys His Lys 
85 90 95 

Lys Val Lys Leu Ala Val Leu Ser Tyr Tyr Lys Val Asp Ala Glu Gly 
100 105 110 

Lys Val Thr Lys Leu Arg Arg Glu Cys Ser Asn Pro Thr Cys Gly Ala 
115 120 125 

Gly Val Phe Leu Ala Asn His Lys Asp Arg Leu Tyr Cys Gly Lys Cys 
130 135 140 

His Ser Val Tyr Lys Val Asn Ala 
145 150 



<210> 183 
<211> 848 
<212> DNA 

<213> Candida albicans 



<400> 183 

agccaccaat 

caacacccca 

caaccaatat 

gccccgtgta 

ctatggtatc 

gaataaaaac 

aatagtctga 

tataaaacgt 

cattttcttg 

cccaaggcac 

cgctccacgc 

aagaattccc 

atgtagggat 

ctttctccat 



tccaccaggc 
atcatgaagt 
gtcggggaat 
atactgaaca 
caggatatct 
attctcaggt 
tggaaaggag 
aattaacaat 
agcacccacg 
ctttcctctg 
atctagctca 
gcataagtac 
gttgaattca 
aattaccagt 



ccggcattca 
tgcaatggga 
tggtgggcaa 
cctgacaaac 
tgagttctga 
tccgaaattc 
cccttttcaa 
gaattcaaat 
atgggggcta 
gcttcttcag 
gcattaattg 
gtcacaggct 
tccctcagag 
ttgtttcttt 



agtacttgta 
cgttccctac 
atgaggtgat 
agaccagcgc 
tataagtctc 
catgaatttt 
aaaggatctt 
ttgcagtgag 
gtagtggaag 
gatgtttgaa 
aattcctagt 
tatcgtcgga 
attccggata 
tttccacaga 



agaacaccaa 
agcgtgtgct 
tcggccaata 
caattcatct 
tccctcgcgt 
gcactggttg 
gaatcttttc 
actattcatt 
aataggtaag 
atgcgattcc 
tgacttcggc 
cgatagtccc 
ttctccgtct 
atatttaggc 



caggcaaagt 
aaatcccatc 
tcgaaatatt 
tgatttacct 
ggctcgatct 
tagaaagcat 
tcagtaggtt 
actgcaactt 
tcaatgctga 
acagcacaat 
atcaaaccta 
atggatttaa 
aattccaaag 
ttaatatgta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 
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cgtattga 



848 



<210> 184 
<211> 115 
<212> PRT 

<213> Candida albicans 



<400> 184 

Met Gly Ala Ser Ser Gly 
1 5 



Arg lie Gly Lys 
10 



Ser Met Leu Thr Gin Gly 
15 



Thr Phe Pro Leu Ala Ser 
20 



Ser Gly Cys Leu 
25 



Lys Cys Asp Ser Thr Ala 
30 



Gin Ser Leu His Ala Ser 

35 



Ser Ser Ala Leu 
40 



lie Glu Phe Leu Val Asp 
45 



Phe Gly lie Lys Pro Lys 
50 



Glu Phe Pro His Lys Tyr 
55 60 



Val Thr Gly Leu 



Ser Ser Asp Asp Ser Pro 
65 70 



Met Asp Leu Asn 



Val Gly 
75 



Met Leu Asn Ser 
80 



Ser Leu Arg Asp Ser Gly 
85 



Tyr Ser Pro Ser 
90 



Asn Ser Lys Ala Phe Ser 
95 



lie lie Thr Ser Leu Phe 
100 



Leu Phe Ser Thr 
105 



Glu Tyr Leu Gly Leu lie 
110 



Cys Thr Tyr 
115 



<210> 185 
<211> 2600 
<212> DNA 

<213> Candida albicans 



<400> 185 

gcgcattttc 

acactagtca 

atgaaatcat 

cctaggatct 

attattgtct 

aaaagcgatg 

gtgattttcg 

cctgtatgat 

gacacatgcc 

ttttcaagaa 

aaaatgcata 

ttctcgaaga 

taaatgattc 

cactccaatg 

tcagagtttt 

attactatga 



cccacccatg 
tggtaacttc 
agttctttac 
gtgaaactgc 
ataatacacc 
ccctctttat 
cgttcacgcc 
ccgaccgttt 
accatagata 
cgctcgtgcg 
tatcacgttc 
gctacttttg 
cgtgatacca 
gtttgagcac 
tagaattttt 
catcatcgaa 



cgaatcatgg 
gcagttagcc 
atacatgtag 
cttcgctata 
tttacgtagc 
tgacagttac 
attatccaat 
ttagcaaact 
atggataatg 
catctggata 
agatgcttcc 
aaacaagaaa 
ttggttctga 
tggttccatg 
caaaaaaaaa 
cacctatgcg 



ctgaaatcaa 
ccatttctgg 
ccggaatccc 
gaatttttct 
tgaagcgagc 
taattcgcca 
gtcaaaaagg 
tatcagggga 
aagaagttaa 
aacatctaac 
tggatggaat 
atatgtacca 
aacttttatg 
atatcatgcg 
tgattcaatt 
caaagtacga 



tgcctgttag 
caaacgggaa 
ttgaagttga 
ctgcgacaca 
gcacagacga 
aactgctttt 
ataatggaaa 
aaaagtatat 
cgaagaatgt 
atcaaggttg 
acatcgcaaa 
taataacaat 
gcttcaaatt 
actaagtaac 
tttcaaaatt 
tatgaattcc 



gtgccctgca 
cccactaaac 
tctgcctcct 
tagcactttc 
aggtgctttc 
ttttatcaat 
tgttaacatg 
tccattaaat 
atgagattat 
acatgcgatg 
tctactaggt 
tacgaacgca 
cacgaaccta 
agaagaaagt 
acacacaggt 
gttatttcaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 
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atgctctctt 
aaattatctt 
gcgtgattaa 
aacccaagag 
atctcccagc 
aattctcact 
gtgcgttaaa 
tgatgaaaaa 
aaggtcaaat 
ggaacgcatc 
taaagtatca 
gtttcgatct 
cagatttgag 
tcatagacgt 
ccattattcg 
acagacacag 
cactgaattg 
aagatattat 
attatgtgta 
aagtgctttc 
tgaaattttt 
atttaataag 
aaataaatgt 
gagatgaaca 
ttgcaaatgt 
ctgagttggt 
ctgattttct 
tgccagatac 



cgcgaagttg 
aaacacgagt 
tctaggttcc 
tgtggaaggt 
cgttggagat 
gtatttcttt 
caatttgaaa 
attggcaatt 
tgttttgcaa 
acgtgcttct 
ttcaggtaat 
tatgtttaca 
tgagcgccag 
cgtcatcaaa 
tttgcttatg 
gaagttttgc 
ttcaggaaat 
tttcagggaa 
tgattctccc 
tccaaaagaa 
agagaaaaat 
cccaaatatt 
aaaaacacaa 
acagcgcaaa 
ccggagaaca 
aaaacatgct 
ctcatatcca 
tcctacttga 



aatttaatgc 
aatccactga 
acacattttt 
tttgagaagt 
acttattttc 
gaattagtaa 
gatttcattt 
cttgtgtcaa 
tttctatcga 
aattgttggt 
attaatgtta 
actcgaaaaa 
gttttttttt 
ccctcctggc 
tgctggatta 
acttcattcg 
atatatagcc 
ttttcttgca 
gacatgatta 
gaatgtgttc 
gacaccggcg 
aaaataaaac 
caggaaagag 
agagccggga 
aaaaaattgt 
gcttcacgag 
gacgaagcaa 



aatacacaga 
cgttttccat 
ataaaacact 
ctattaggta 
aacgagcgaa 
gaggagcatt 
tgactcctga 
aagatctcaa 
tagtagaaca 
tattgaaaga 
tacttgaaaa 
gtaaggaaca 
tagacttgag 
aaaaaaacat 
agtcatatag 
ccttgttgct 
acaggccgaa 
ttaactttgc 
ataatataat 
tgcgaattag 
tcatatggaa 
gccaaatagc 
tagtctcttc 
aaatagctgt 
ctccgctccc 
ggagaaaaac 
ttgatgctga 



tggactttca 
tgtaatctca 
actaaacaag 
cttgaatatt 
aatttacttg 
ggtaaggatt 
ttttccggaa 
aggtgagaaa 
cactttggtt 
gcatttacaa 
cttggctgcc 
aaagaacaaa 
ctttgatttt 
ggaagacttt 
atctattttg 
gaacgacttg 
aagaagctat 
actaacagat 
tggatgccct 
atcaataata 
tgccagcaaa 
attatcggaa 
gagaaaagtt 
gacagaactg 
agaaaaagat 
tatcactggc 
tgaggacatc 



actcatgaga 
ctacaaagat 
ccgtctaaca 
gcctcactct 
atcactggga 
ccgtctaaat 
agaagacgtc 
tcattctttg 
ccacagtcat 
atggctgcat 
acaatgggaa 
ctcaaatatg 
attgctaata 
cgatatctag 
cagtacactc 
ataaatagtc 
ctttttagag 
tttaatgacg 
acattgacta 
ttttctggca 
tataagtttg 
atttcctcca 
gaggccaaaa 
gaaaaacaat 
ggcgtttctt 
ccactatcct 
accgtccaag 



1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2600 



<210> 186 
<211> 699 
<212> PRT 

<213> Candida albicans 



<400> 186 

Met Asp Asn Glu Glu Val Asn Glu Glu Cys 
1 5 10 



Met Arg Leu Phe 



Phe .Lys 
15 



Asn Ala Arg Ala His Leu Asp Lys His Leu 
20 25 



Thr Ser Arg Leu Thr Cys 
30 



Asp Glu Asn Ala Tyr lie Thr Phe 
35 40 



Arg Cys Phe Leu Asp Gly 
45 



lie His 



Arg Lys Ser Thr Arg Phe Leu Glu 
. 50 55 



Glu Leu Leu Leu Lys Gin Glu Asn 
60 



Met Tyr His Asn Asn Asn Tyr Glu 
65 70 

Leu Val Leu Lys Leu Leu Trp Leu 
85 

Trp Phe Glu His Trp Phe His Asp 
100 



Arg lie Asn Asp Ser Val 

75 



Gin lie 
90 

lie Met 
105 



His Glu Pro Thr 



lie Pro 
80 

Leu Gin 
95 



Arg Leu Ser Asn Arg Arg 
110 



194 



Lys Phe Arg Val 
115 

Lys lie Thr His 

130 

Lys Tyr Asp Met 
145 

Asn Leu Met Gin 



Leu Asn Thr Ser 
180 

Arg Cys Val lie 

195 

Asn Lys Pro Ser 
210 

lie Arg Tyr Leu 
225 

Thr Tyr Phe Gin 



Phe Arg lie Phe 
120 

Arg Tyr Tyr Tyr 
135 

Asn Ser Val lie 
150 

Tyr Thr Asp Gly 
165 

Asn Pro Leu Thr 



Asn Leu Gly Ser 
200 

Asn Lys Pro Lys 
215 

Asn lie Ala Ser 
230 

Arg Ala Lys lie 
245 



Gin Lys Lys Met 



Asp He He Glu 

140 

Ser Asn Ala Leu 
155 

Leu Ser Thr His 
170 

Phe Ser He Val 
185 

Thr His Phe Tyr 



Ser Val Glu Gly 
220 

Leu Tyr Leu Pro 
235 

Tyr Leu He Thr 
250 



He Gin Phe Phe 
125 

His Leu Cys Ala 



Phe Ala Lys Leu 
160 

Glu Lys He He 
175 

He Ser Leu Gin 
190 

Lys Thr Leu Leu 
205 

Phe Glu Lys Ser 



Ala val Gly Asp 
240 

Gly Lys Phe Ser 

255 



Leu Tyr Phe Phe 
260 

Lys Cys Ala Leu 
275 

Pro Glu Arg Arg 
290 

Asp Leu Lys Gly 

305 

Phe Leu Ser He 



Ser Arg Ala Ser 
340 

Ala Leu Lys Tyr 
3 55 

Ala Ala Thr Met 

370 

Lys Glu Gin Lys 
385 

Val Phe Phe. Leu 



Glu Leu Val Arg 



Asn Asn Leu Lys 
280 

Arg Leu Met Lys 
295 

Glu Lys Ser Phe 
310 

Val Glu His Thr 
325 

Asn Cys Trp Leu 



His Ser Gly Asn 
360 

Gly Ser Phe Asp 
375 

Asn Lys Leu Lys 
390 

Asp Leu Ser Phe 
405 



Gly Ala Leu Val 
265 

Asp Phe He Leu 



Lys Leu Ala He 
300 

Phe Glu Gly Gin 
315 

Leu Val Pro Gin 
330 

Leu Lys Glu His 
345 

He Asn Val He 



Leu Met Phe Thr 
380 

Tyr Ala Asp Leu 
395 

Asp Phe He Ala 
410 



Arg He Pro Ser 
270 

Thr Pro Asp Phe 
285 

Leu Val Ser Lys 



He Val Leu Gin 
320 

Ser Trp Asn Ala 
335 

Leu Gin Met Ala 
350 

Leu Glu Asn Leu 
365 

Thr Arg Lys Ser 



Ser Glu Arg Gin 
400 

Asn He He Asp 
415 
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Val Val lie Lys Pro Ser Trp Gin Lys Asn Met Glu Asp Phe Arg Tyr 
420 425 430 

Leu Ala lie lie Arg Leu Leu Met Cys Trp He Lys Ser Tyr Arg Ser 
435 440 445 

He Leu Gin Tyr Thr His Arg His Arg Lys Phe Cys Thr Ser Phe Ala 
450 455 460 

Leu Leu Leu Asn Asp Leu He Asn Ser Pro Leu Asn. Cys Ser Gly Asn 
465 470 475 480 

He Tyr Ser His Arg Pro Lys Arg Ser Tyr Leu Phe Arg Glu Asp He 
485 490 495 

He Phe Arg Glu Phe Ser Cys He Asn Phe Ala Leu Thr Asp Phe Asn 
500 505 510 

Asp Asp Tyr Val Tyr Asp Ser Pro Asp Met He Asn Asn He He Gly 
515 520 525 

Cys Pro Thr Leu Thr Lys Val Leu Ser Pro Lys Glu Glu Cys Val Leu 
530 535 540 

Arg He Arg Ser He He Phe Ser Gly Met Lys Phe Leu Glu Lys Asn 
545 550 555 ^ 560 

Asp Thr Gly Val He Trp Asn Ala Ser Lys Tyr Lys Phe Asp Leu He 
565 570 575 

Ser Pro Asn He Lys He Lys Arg Gin He Ala Leu Ser Glu He Ser 
580 585 590 

Ser Lys He Asn Val Lys Thr Gin Gin Glu Arg Val Val Ser Ser Arg 
595 600 605 

Lys Val Glu Ala Lys Arg Asp Glu Gin Gin Arg Lys Arg Ala Gly Lys 
610 615 620 

He Ala Val Thr Glu Leu Glu Lys Gin Phe Ala Asn Val Arg Arg Thr 
625 630 635 640 

Lys Lys Leu Ser Pro Leu Pro Glu Lys Asp Gly Val Ser Ser Glu Leu 
645 650 655 

Val Lys His Ala Ala Ser Arg Gly Arg Lys Thr He Thr Gly Pro Leu 
660 665 670 

Ser Ser Asp Phe Leu Ser Tyr Pro Asp Glu Ala He Asp Ala Asp Glu 
675 680 685 

Asp He Thr Val Gin Val Pro Asp Thr Pro Thr 
690 695 



<210> 187 
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<211> 2471 
<212> DNA . 

<213> Candida albicans 



<400> 187 

aatggtatca 

ttcaaaagta 

ctgaacgtga 

tgcgcacgag 

attatctatg 

aaaaacggtc 

atggcgtgaa 

caataaagag 

aaggtgtatt 

aggcagtttc 

atgtaaagaa 

gcgaagttac 

cgcatgggtg 

tgaataacaa 

atctgatgat 

aggaggccaa 

cgcatctcga 

agagtgtgca 

ccagactctt 

atggtgcaaa 

gccagtttcc 

ccgaagagtt 

cgttccagtg 

catgcatcga 

cgaaatacag 

tgcgtctgaa 

tatcgtatcc 

tcgaaaagca 

acgcggcatc 

gaagcggctc 

ctgaagcaaa 

tggcatgctg 

ttgaacgttt 

cttgggcccg 

acatcgcgaa 

gtgaactcat 

acatagacaa 

acttacaacc 

aagactcctt 

gcgaaggtca 

actggcacaa 

catccatgta 



cggaatcatt 
gctcttcgag 
tatatgcatt 
cgttcttgaa 
gtggcatgtg 
ggatcataca 
cgcgaaaatc 
ggcatcgctt 
atagacaata 
acagatccta 
ctatgatttc 
catgactagt 
gggaaaatgc 
ccaaaaaaag 
atggacagat 
gagaggcaac 
aagacaacac 
cgctgtaggc 
aacagaaacg 
acaccgcggt 
aacgctcggc 
ctggtatatc 
ggacaggggc 
aaccgccggc 
acctttacct 
cgccaaacaa 
aagaacagag 
agctcaattg 
gctgctccaa 
ccatgacgac 
tgtttcgcca 
ctcagaggac 
ctcagcttca 
atgggaaacc 
ggccgaaatg 
tctcctcatg 
gatccaagta 
cacgaccctg 
tgcaaagccc 
tgcctccaag 
gacgaatgcc 



tatgcgttcg 
aaacctagta 
ttcatcgcat 
aaataatctc 
tcatttaatg 
ggcatgttaa 
acattgataa 
ttgaaagcac 
atgaaagtgc 
ggaggaggca 
atgtttagtg 
gttgcagggc 
gccatccaag 
atagcaagca 
tgcgaccggg 
aggctcatac 
atattaaatg 
acgcggattg 
ctacgaaata 
ggtaacaaga 
tttgtagtag 
caattggtag 
cacttgttcg 
aatgttgctc 
ctgaccacag 
tcactagacg 
actgatactt 
gaccaactcg 
cccgaaaaca 
aaagcgcatc 
gtggaaagaa 
gccaagggcc 
ggtctcgtag 
accaagcagt 
aaggcgggca 
gatacaaacg 
cgtaattacg 
ggtgtctcac 
ttccagcgca 
actgatgttg 
tgcaagaata 



taattgttat 
gatttgcgat 
gtcaaccttg 
atacattctt 
gaatatactt 
catttccatt 
aaaaaagcag 
cttcgtctgt 
tatgtgtcgc 
gatcaacttc 
ggttcccgtt 
acctaacagg 
agttatttga 
acatcaagcg 
aaggagagta 
aaaatgatca 
cagcacgaaa 
aaatcgatct 
aactgagaaa 
acgactcaca 
acaggtttga 
tcgaaaa.caa 
accggctgag 
aagtagtaga 
tggagctaca 
cagcagaaaa 
tcccacacgc 
ctgcaggcgg 
caagtaacaa 
caccaatcca 
gagtatacga 
aatcgatgac 
tcctagagag 
taccgcggct 
ctacggcgcc 
gcattggcac 
ttaggagcga 
tagtgcacgg 
gagaaatgga 
taaaggacat 
ctctcttgca 



tatggtacat 
gtattccatc 
atgttagatg 
cgttaacttc 
tttcccctga 
atcctttttg 
tttggcgaat 
gcgctcgctt 
agagaaaaat 
aagggattcc 
tgccagaaat 
cattgatttc 
tgcgccactg 
agaagcgagg 
catcggttgg 
agtataccgg 
cccaagtcga 
tcgagcaggt 
ccaagccacc 
agtcgtatcg 
aagaatacga 
agacaacggc 
cgtgttaacg 
cttgaaatca 
aaaaaactgc 
gctataccaa 
aatggaccta 
cagaaccgcc 
taacaagttc 
ccccatcgta 
gtacgtggcc 
ccttgtgttg 
aaatttcctc 
tgaaatgaat 
gcccaagccg 
agacgccacc 
gaaagtaggc 
cttcgaggcc 
gcaagacctc 
agtcgagaag 
agtttatgac 



attttcttgt 
caggaagcat 
tttatccaga 
ttcattatcc 
taagtttgct 
acattggata 
tagtaactgt 
cagctacgta 
tctatagcga 
ggctacatgt 
ggggctaact 
agccatgatt 
aacgagatta 
aatgcagact 
gagatatggc 
gcagtctttt 
ttggatatga 
gttacattca 
atgaccaagg 
tatggtacat 
aattttgttc 
ggaacaacaa 
ttttacgaga 
aagccaacaa 
gcccggtacc 
aaggggttca 
aaatccttgg 
tgggcatcgt 
aagtttccac 
agtctggggc 
aggcactttt 
gactgggccg 
gatgtttacc 
gccctcgtag 
atgactgaga 
attgcggagc 
aaggaaacct 
atcggcctcg 
aagaaaatct 
tataggaagt 
cgtgtcaagg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2471 



<210> 188 

<211> 656 

<212> PRT 

<213> Candida albicans 



<400> 188 

Met Lys Val Leu Cys Val Ala Glu Lys Asn Ser 
15 10 



lie Ala Lys Ala Val 
15 
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Ser Gin lie Leu Gly Gly Gly Arg Ser Thr Ser Arg Asp Ser Gly Tyr 
20 25 30 

Met Tyr Val Lys Asn Tyr Asp Phe Met Phe Ser Gly Phe Pro Phe Ala 
35 40 45 

Arg Asn Gly Ala Asn Cys Glu Val Thr Met Thr Ser Val Ala Gly His 
50 55 60 

Leu Thr Gly lie Asp Phe Ser His Asp Ser His Gly Trp Gly Lys Cys 
65 70 75 80 

Ala He Gin Glu Leu Phe Asp Ala Pro Leu Asn Glu He Met Asn Asn 
85 90 95 

Asn Gin Lys Lys He Ala Ser Asn He Lys Arg Glu Ala Arg Asn Ala 
100 105 110 

Asp Tyr Leu Met He Trp Thr Asp Cys Asp Arg Glu Gly Glu Tyr He 
115 120 125 

Gly Trp Glu He Trp Gin Glu Ala Lys Arg Gly Asn Arg Leu He Gin 
130 135 140 

Asn Asp Gin Val Tyr Arg Ala Val Phe Ser His Leu Glu Arg Gin His 
145 150 155 160 

He Leu Asn Ala Ala Arg Asn Pro Ser Arg Leu Asp Met Lys Ser Val 
165 170 175 

His Ala Val Gly Thr Arg He Glu He Asp Leu Arg Ala Gly Val Thr 
180 185 190 

Phe Thr Arg Leu Leu Thr Glu Thr Leu Arg Asn Lys Leu Arg Asn Gin 
195 200 205 

Ala Thr Met Thr Lys Asp Gly Ala Lys His Arg Gly Gly Asn Lys Asn 
210 215 220 

Asp Ser Gin Val Val Ser Tyr Gly Thr Cys Gin Phe Pro Thr Leu Gly 
225 230 235 240 

Phe Val Val Asp Arg Phe Glu Arg He Arg Asn Phe Val Pro Glu Glu 
245 250 255 

Phe Trp Tyr He Gin Leu Val Val Glu Asn Lys Asp Asn Gly Gly Thr 
260 265 270 

Thr Thr Phe Gin Trp Asp Arg Gly His Leu Phe Asp Arg Leu Ser Val 
275 280 285 

Leu Thr Phe Tyr Glu Thr Cys He Glu Thr Ala Gly Asn Val Ala Gin 
290 295 300 



Val Val Asp Leu Lys Ser Lys Pro Thr Thr Lys Tyr Arg Pro Leu Pro 
305 310 315 320 
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Leu Thr Thr Val Glu Leu Gin Lys Asn Cys Ala Arg Tyr Leu Arg Leu 
325 330 335 

Asn Ala Lys Gin Ser Leu Asp Ala Ala Glu Lys Leu Tyr Gin Lys Gly 
340 345 350 

Phe lie Ser Tyr Pro Arg Thr Glu Thr Asp Thr Phe Pro His Ala Met 
355 360 365 

Asp Leu Lys Ser Leu Val Glu Lys Gin Ala Gin Leu Asp Gin Leu Ala 

370 375 380 

Ala Gly Gly Arg Thr Ala Trp Ala Ser Tyr Ala Ala Ser Leu Leu Gin 
385 390 395 400 

Pro Glu Asn Thr Ser Asn Asn Asn Lys Phe Lys Phe Pro Arg Ser Gly 
405 410 415 

Ser His Asp Asp Lys Ala His Pro Pro lie His Pro lie Val Ser Leu 
420 425 430 

Gly Pro Glu Ala Asn Val Ser Pro Val Glu Arg Arg Val Tyr Glu Tyr 

435 440 ' 445 

Val Ala Arg His Phe Leu Ala Cys Cys Ser Glu Asp Ala Lys Gly Gin 
450 455 460 

Ser Met Thr Leu Val Leu Asp Trp Ala Val Glu Arg Phe Ser Ala Ser 
465 470 475 480 

Gly Leu Val Val Leu Glu Arg Asn Phe Leu Asp Val Tyr Pro Trp Ala 
485 490 495 

Arg Trp Glu Thr Thr Lys Gin Leu Pro Arg Leu Glu Met Asn Ala Leu 
500 505 510 

Val Asp lie Ala Lys Ala Glu Met Lys Ala Gly Thr Thr Ala Pro Pro 
515 520 525 

Lys Pro Met Thr Glu Ser Glu Leu lie Leu Leu Met Asp Thr Asn Gly 
530 535 540 

lie Gly Thr Asp Ala Thr lie Ala Glu His lie Asp Lys lie Gin Val 
545 550 555 560 

Arg Asn -Tyr Val Arg Ser Glu Lys Val Gly Lys Glu Thr Tyr Leu Gin 
565 570 575 

Pro Thr Thr Leu Gly Val Ser Leu Val His Gly Phe Glu Ala lie Gly 
580 585 590 

Leu Glu Asp Ser Phe Ala Lys Pro Phe Gin Arg Arg Glu Met Glu Gin 
595 600 605 

Asp Leu Lys Lys lie Cys Glu Gly His Ala Ser Lys Thr Asp Val Val 
610 615 620 
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Lys Asp lie Val Glu 
625 

f Cys Lys Asn Thr Leu 

645 



Lys Tyr Arg Lys Tyr Trp 
630 635 

Leu Gin Val Tyr Asp Arg 
650 



His Lys Thr Asn Ala 
640 

Val Lys Ala Ser Met 
655 



<210> 189 
<211> 1937 
<212> DNA. 

<213> Candida albicans 



<400> 189 

cttcgttcac 

atataatacc 

tcgtaaaaaa 

tccaatatat 

gcacctgttc 

cgttatttgt 

ataacggaac 

ttaaggcaag 

tatagatata 

ccagttctcc 

ttgatggatc 

acccaacaaa 

acattctagt 

ttaaaccaga 

catcgctcag 

atggtaattt 

tcacgggtaa 

aaagaattgg 

atatagatac 

aacctttatt 

cagaaaaaga 

aattggaaga 

attgtattgg 

cattttccaa 

cgacacatct 

agctgcaaaa 

acagaaatca 

tgaagaaaag 

aaactaggtt 

aagaacaaga 

tcccgggcat 

atttcacact 

tcctttcccc 



acttaatatt 
aaataaatta 
aagaacaata 
taaggggtaa 
tctctctggt 
tgttattccg 
ataattaaaa 
agtgacaaag 
atcgaatcca 
gggcaagaaa 
tacgaattca 
aagctatttt 
cctcacatca 
tggtttgaaa 
gggcggtaaa 
cgattcaaga 
ggtatatata 
ctcaaatgac 
gaaaattgag 
agaatcaccg 
ggaggctgct 
agttatcctg 
tacgagcccg 
atgcgataat 
agaatacacg 
tggattaaga 
agtaaaacag 
aagaaataat 
agaagtggaa 
actctcaact 
gaatcctaag 
attaacattt 
caactag 



aaataacagc 
aaaaaaaaga 
aaccaatctt 
ggactactat 
gttctttttt 
taatcgtggt 
atttgttctt 
taaccctcac 
atgactggtc 
cagataacat 
tcgaagaggc 
ccacatagca 
ctaaatggaa 
ttgggaaggc 
agagtggatt 
gtactctcca 
cgagacttaa 
gtagaaatca 
catcgaaaaa 
atttttgaaa 
gccataacaa 
ggctctgata 
actttatcta 
tttaaattac 
aacaaacttt 
aggaaactgt 
ttggaaaggg 
gaaaagcaaa 
cgatataaga 
gcatctaaaa 
ggtactgaca 
ggaactattt 



tctttcctaa 
aaaacaaaaa 
attgccagcg 
tattcgccct 
tctcatctat 
gctcaacttt 
gaaagtcaca 
aaggagcctg 
ctggacctga 
ataatagtat 
caattgaaaa 
tatcaagaac 
cttttgagag 
ctgttgctaa 
cacacacttt 
ggaatcatgc 
aatccagtaa 
aagttggcga 
taagtgccac 
atgaagatag 
gtcacatata 
cagaaatact 
atatcatcaa 
agtcgatgga 
tagtggaaaa 
cggggaaata 
accatatgtt 
aaagcatgga 
attcacaaat 
aaaagactac 
aatttagcat 
ccatcgggat 



taataacata 
ataacgtagc 
tctaactagt 
gaattgaaat 
tatctaattt 
tgaaatttca 
agcactacgt 
tcgttggtta 
aataaataag 
acccaagaat 
gtatgacaag 
accaaggaga 
caaacatgtg 
tagtaatagc 
ttcccaagta 
attgttaagt 
tggtacgttc 
tgtgatagac 
agttgaagaa 
tgatgattgc 
tggtgattcc 
gagtggaatt 
aaccctggca 
gaatttctta 
aaatgatcag 
cgaaaagatt 
tttcaaaaag 
aagggaaata 
gatgaagaag 
cgaacatgac 
caagaacacg 
tatagctatt 



tacactagat 
tttgttacag 
cctattatat 
cttttagaaa 
cttcaacctt 
cttgtttacc 
gaacacaaaa 
tattggaagc 
gaggagcacc 
gcaaatctaa 
agaatagccg 
aaatatactt 
gtgataccat 
agctccagtt 
aggtccgata 
tgcgacccgc 
attaacggtc 
ttgggaacag 
ctatttgtac 
catacaatta 
aacaacctag 
tttattaata 
atggaaattc 
attaattata 
caactggtaa 
atcgaacaaa 
tcatttgaag 
gaagacttga 
aacaaacaga 
actagaggcg 
ctatgtaatc 
gtcttcaaga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1937 



<210> 190 
<211> 478 

<212> PRT 

<213> Candida albicans 
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<400> 190 

Met Thr Gly Pro Gly Pro Glu lie Asn Lys Glu Glu His Pro Ser Ser 
15 10 15 

Pro Gly Lys Lys Gin lie Thr Tyr Asn Ser lie Pro Lys Asn Ala Asn 
20 25 30 

Leu lie Asp Gly Ser Thr Asn Ser Ser Lys Arg Pro lie Glu Lys Tyr 
35 40 45 

Asp Lys Arg He Ala Asp Pro Thr Lys Ser Tyr Phe Pro His Ser He 
50 55 60 

Ser Arg Thr Pro Arg Arg Lys Tyr Thr Tyr He Leu Val Leu Thr Ser 
65 70 75 80 

Leu Asn Gly Thr Phe Glu Ser Lys His Val Val He Pro Phe Lys Pro 
85 90 95 

Asp Gly Leu Lys Leu Gly Arg Pro Val Ala Asn Ser Asn Ser Ser Ser 
100 105 110 

Ser Ser Ser Leu Arg Gly Gly Lys Arg Val Asp Ser His Thr Phe Ser 
115 120 125 

Gin Val Arg Ser Asp Asn Gly Asn Phe Asp Ser Arg Val Leu Ser Arg 
130 135 140 

Asn His Ala Leu Leu Ser Cys Asp Pro Leu Thr Gly Lys Val Tyr He 
145 150 155 160 

Arg Asp Leu Lys Ser Ser Asn Gly Thr Phe He Asn Gly Gin Arg He 
165 170 175 

Gly Ser Asn Asp Val Glu He Lys Val Gly Asp Val He Asp Leu Gly 
180 185 190 

Thr Asp He Asp Thr Lys He Glu His Arg Lys He Ser Ala Thr Val 
195 200 205 

Glu Glu Leu Phe Val Gin Pro Leu Leu Glu Ser Pro He Phe Glu Asn 

210 215 220 

Glu Asp Ser Asp Asp Cys His Thr He Thr Glu Lys Glu Glu Ala Ala 
225 230 235 240 

Ala He Thr Ser His He Tyr Gly Asp Ser Asn Asn Leu Glu Leu Glu 
245 250 255 

Glu Val He Leu Gly Ser Asp Thr Glu He Leu Ser Gly He Phe He 
260 265 270 

Asn Asn Cys He Gly Thr Ser Pro Thr Leu Ser Asn He He Lys Thr 
275 280 285 

Leu Ala Met Glu He Pro Phe Ser Lys Cys Asp Asn Phe Lys Leu Gin 
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290 295 300 

Ser Met Glu Asn Phe Leu lie Asn Tyr Thr Thr His Leu Glu Tyr Thr 
305 310 315 320 

Asn Lys Leu Leu Val Glu Lys Asn Asp Gin Gin Leu Val Lys Leu Gin 
325 330 335 

Asn Gly Leu Arg Arg Lys Leu Ser Gly Lys Tyr Glu Lys lie lie Glu 
340 345 350 

Gin Asn Arg Asn Gin Val Lys Gin Leu Glu Arg Asp His Met Phe Phe 
355 360 365 

Lys Lys Ser Phe Glu Val Lys Lys Arg Arg Asn Asn Glu Lys Gin Lys 
370 375 380 

Ser Met Glu Arg Glu lie Glu Asp Leu Lys Thr Arg Leu Glu Val Glu 
385 390 395 400 

Arg Tyr Lys Asn Ser Gin Met Met Lys Lys Asn Lys Gin Lys Glu Gin 
405 410 415 

Glu Leu Ser Thr Ala Ser Lys Lys Lys Thr Thr Glu His Asp Thr Arg 
420 425 430 

Gly Val Pro Gly Met Asn Pro Lys Gly Thr Asp Lys Phe Ser lie Lys 
435 440 445 

Asn Thr Leu Cys Asn His Phe Thr Leu Leu Thr Phe Gly Thr lie Ser 
450 455 460 

lie Gly lie lie Ala lie Val Phe Lys lie Leu Ser Pro Asn 
465 470 475 



<210> 191 
<211> 2849 
<212> DNA 

<213> Candida albicans 

<400> 191 

cgaacatacc tgatatcaga atagatccca atggtgctat attacgtgta agagagagat 60 
ttaatttgaa tatgtccgaa gaagatgcca cagtgcattt tcagaatcta atcaatgata 120 
gtgtaaatgc tttgctgcct atcgtgattg atcatttaca taatctggca caatactggc 180 
ggacctgatt ggttgataat tggtgcttca aaatttaaat ttcgtcactc taattatact 24 0 
taacatataa atggtacctt caatatatct tcttagtaaa aagtagcatg attttgtgtt 300 
aatttgcact ttttttattt aaaaataaaa atcacagtta atttttcatg atcttgcaaa 360 
gacacgcctc cccctaatgt ggcatatata acaattgtga atcagaaaaa ctcaacactt 420 
taacataatg gcgggcacga aggctaaaca aacaagatta gcattgaatg ccttttttgg 480 
gtacaataga acagtactga atgacatcat atatcgaaag gctcaagtcg gcagcatcgt 54 0 
atcttgatac agttccagat gagcatcatg atttcagaaa acccaccgcc aaggttgtaa 600 
cgacgcaact gactattgct acttcactag gtatttttgc tttgctttcg ttctcaattc 660 
tactaaaaaa gtggcctaga ttatacgcaa gcagacgata taaagatgac gggaaccttc 72 0 
gcttaccgtc ctggaatcag tcaagtttat tcggctggtt aacagtgttg tataagatac 780 
gggacgaaca gattctggaa tatgcaggtt tagatgcgta tgtgtttttg agttttttca 840 
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aaatgtgcat 
taagatatca 
ctttaataca 
ctcccgaacg 
tcatagcaat 
atcttgggaa 
agcttcgtga 
catcaatcac 
aaatactcaa 
aaccatattc 
gagaaaatgt 
ctcttggaga 
atgccataga 
ggaaacaaca 
cgcaaatggc 
ctcctgcacc 
caaaagttta 
tatcatactt 
ggcagctact 
atctcttcac 
aaggattggt 
tttttgtcaa 
acctcagcga 
tattctatgt 
tagttggtag 
ggaatgaact 
tgattttgat 
tggcgtactt 
atttgcccca 
tgctattgtt 
tgtcatcttg 
agaactattt 
acaattctac 
gtgaattaga 



caaattactt 
ttttactgga 
tctggtaaaa 
tacaaatgtg 
taaaatggca 
gcaaaatacg 
ttcggaagcc 
tatttgtcga 
aaacctggaa 
ggagaactat 
tccatcaagc 
gagaccaaaa 
gtacctggag 
ctactccgca 
agctcaggcg 
tcacgatatc 
ttctactacc 
agccacattg 
aaaagatcac 
attgcttaac 
atcatacagc 
ccttttctta 
taccaccaaa 
cgatttgatt 
tttgatcggc 
ttacaatcca 
tataacgttg 
tattattggg 
ttctacagga 
tcaattaaca 
ccttttcccg 
gccgttgtca 
ggtgaattct 
gggtccgatg 



tctatttttt 
aaaattgatg 
agaattgtgg 
tacctctgga 
gttgcggaaa 
attactgata 
ttaaagacca 
gagtggggtc 
ttaaaatatt 
catttattgg 
aataataatg 
atgaaaattg 
cagcaattaa 
acacctacgg 
gtattagatc 
aagtgggatc 
gtatttatag 
ctaaatttga 
cagtgggccg 
tttggaatcc 
gaagaggaaa 
gttttcacat 
attgcttatc 
atattgcaag 
tttcctctag 
ccgatattta 
atctacagtg 
ttttacgtct 
aaagtatggc 
atgacaggaa 
cttccagtag 
aaatatatcg 
gccaatgagg 
ttggattga 



gtttcttctc 
acggcaacga 
agggaagtgg 
tgtatgttct 
caaagcacgt 
gaacgataag 
gaattgaaca 
ctttgaacaa 
cagaatgtcc 
gaaacgagca 
acgaggatac 
gatatcgtgg 
aatttattga 
cattcgttac 
ctagagtaca 
atgtttgtct 
gcctttcaag 
aaacactttc 
ctaacattgt 
cctattttta 
tctcacttgt 
tggcaggtac 
aacttgctac 
gtattggtat 
tgaaaatcaa 
actttggact 
taatgagcac 
ataaatatca 
cattaatttt 
cactggcagg 
tgacattatg 
cattgagttc 
aagagtcgta 



tgtgtgcgtt 
tgatgatgac 
cgatggtgac 
cttcacatat 
cgtaagtact 
gctctcaggc 
attaaaaatc 
gctatttcat 
aagggagctc 
atcaggcgca 
tatactatat 
tatctttggg 
tgctgaaatt 
gatggattct 
ttacttcata 
ttctagaaag 
tttgttttta 
gaaattctgg 
aacggggcta 
cgagtatttg 
ttcaaaaaat 
agcatctaat 
atctgtgaag 
gttcccgttt 
ggctaagaca 
acaattacca 
gaaaattttg 
attgattttt 
tagaagaatc 
attcgaagga 
tttcctatat 
aattcgcgag 
tgcataccct 



atatctccag 
agtgaaagtt 
aatcattcag 
ttcttcacct 
aggcaagctt 
atcccgatag 
ggcaccgttt 
tgtcggaaga 
cgtactcgac 
gttacacatg 
tctcaaattt 
aaggaagtag 
attgaagcga 
gttgctaatg 
accagattgg 
gaccggttaa 
gtcattcctg 
ccaagcgtag 
ttaccaacct 
acttcttatc 
ttcttttata 
tactgggcgt 
gagttctcct 
aagttgttat 
cctaggcaac 
cagccaattc 
acttcagggc 
gccacagatc 
atcgttggat 
ggatgggttt 
gatttcgaga 
tacgaaagag 
tacgctgtga 



900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2849 



<210> 192 
<211> 782 
<212> PRT 

<213> Candida albicans 

<400> 192 

Met Thr Ser Tyr lie Glu Arg Leu Lys Ser Ala Ala Ser Tyr Leu Asp 
1 5 10 15 

Thr Val Pro Asp Glu His His Asp Phe Arg Lys Pro Thr Ala Lys Val 
20 25 30 

Val Thr Thr Gin Leu Thr lie Ala Thr Ser Leu Gly lie Phe Ala Leu 

35 40 45 

Leu Ser Phe Ser lie Leu Leu Lys Lys Trp Pro Arg Leu Tyr Ala Ser 
50 55 60 



Arg Arg Tyr Lys Asp Asp Gly Asn Leu Arg Leu Pro Ser Trp Asn Gin 
65 70 75 80 



203 



Ser Ser Leu Phe Gly Trp Leu Thr Val Leu Tyr Lys lie Arg Asp Glu 
85 90 95 

Gin lie Leu Glu Tyr Ala Gly Leu Asp Ala Tyr Val Phe Leu Ser Phe 
100 105 110 

Phe Lys Met Cys lie Lys Leu Leu Ser lie Phe Cys Phe Phe Ser Val 
115 120 125 

Cys Val lie Ser Pro Val Arg Tyr His Phe Thr Gly Lys lie Asp Asp 
130 135 • 140 

Gly Asn Asp Asp Asp Asp Ser Glu Ser Ser Leu lie His Leu Val Lys 
145 150 155 160 

Arg lie Val Glu Gly Ser Gly Asp Gly Asp Asn His Ser Ala Pro Glu 
165 170 175 

Arg Thr Asn Val Tyr Leu Trp Met Tyr Val Leu Phe Thr Tyr Phe Phe 
180 185 190 

Thr Phe lie Ala lie Lys Met Ala Val Ala Glu Thr Lys His Val Val 
195 200 205 

Ser Thr Arg Gin Ala Tyr Leu Gly Lys Gin Asn Thr lie Thr Asp Arg 
210 215 220 

Thr lie Arg Leu Ser Gly lie Pro lie Glu Leu Arg Asp Ser Glu Ala 
225 230 235 240 

Leu Lys Thr Arg lie Glu Gin Leu Lys lie Gly Thr Val Ser Ser He 
245 250 255 

Thr He Cys Arg Glu Trp Gly Pro Leu Asn Lys Leu Phe His Cys Arg 
260 265 270 

Lys Lys He Leu Lys Asn Leu Glu Leu Lys Tyr Ser Glu Cys Pro Arg 
275 280 285 

Glu Leu Arg Thr Arg Gin Pro Tyr Ser Glu Asn Tyr His Leu Leu Gly 
290 295 300 

Asn Glu Gin Ser Gly Ala Val Thr His Gly Glu Asn Val Pro Ser Ser 
305 310 315 320 

Asn Asn Asn Asp Glu Asp Thr He Leu Tyr Ser Gin He Ser Leu Gly 
325 330 335 

Glu Arg Pro Lys Met Lys He Gly Tyr Arg Gly He Phe Gly Lys Glu 

340 345 350 

Val Asp Ala He Glu Tyr Leu Glu Gin Gin Leu Lys Phe He Asp Ala 
355 360 365 



Glu He He Glu Ala Arg Lys Gin His Tyr Ser Ala Thr Pro Thr Ala 
370 375 380 
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Phe Val Thr Met 
385 

Val Leu Asp Pro 



Asp Ser Val Ala 
390 

Arg Val His Tyr 
405 



Asn Ala Gin Met 
395 

Phe lie Thr Arg 
410 



Ala Ala Gin Ala 
400 

Leu Ala Pro Ala 
415 



Pro His Asp lie Lys Trp Asp His 
420 

Leu Thr Lys Val Tyr Ser Thr Thr 
435 440 

Phe Leu Val lie Pro Val Ser Tyr 
450 455 

Thr Leu Ser Lys Phe Trp Pro Ser 
465 470 



Val Cys Leu Ser Arg Lys Asp Arg 
425 430 

Val Phe lie Gly Leu Ser Ser Leu 
445 

Leu Ala Thr Leu Leu Asn Leu Lys 
460 

Val Gly Gin Leu Leu Lys Asp His 
475 480 



Gin Trp Ala Ala Asn lie Val Thr 
485 

Thr Leu Leu Asn Phe Gly lie Pro 
500 

Tyr Gin Gly Leu Val Ser Tyr Ser 
515 520 

Lys Asn Phe Phe Tyr lie Phe Val 

530 535 



Gly Leu Leu Pro Thr Tyr Leu Phe 
490 495 

Tyr Phe Tyr Glu Tyr Leu Thr Ser 
505 510 

Glu Glu Glu lie Ser Leu Val Ser 
525 

Asn Leu Phe Leu Val Phe Thr Leu 
540 



Ala Gly Thr Ala Ser Asn Tyr Trp Ala Tyr Leu Ser Asp Thr Thr Lys 

545 550 555 560 

lie Ala Tyr Gin Leu Ala Thr Ser Val Lys Glu Phe Ser Leu Phe Tyr 

565 570 575 

Val Asp Leu lie lie Leu Gin Gly lie Gly Met Phe Pro Phe Lys Leu 

580 585 590 

Leu Leu Val Gly Ser Leu lie Gly Phe Pro Leu Val Lys lie Lys Ala 
595 600 605 

Lys Thr Pro Arg Gin Arg Asn Glu Leu Tyr Asn Pro Pro lie Phe Asn 
610 615 620 

Phe Gly Leu Gin Leu Pro Gin Pro lie Leu lie Leu lie lie Thr Leu 

625 630 635 640 



lie Tyr Ser Val 

Phe lie lie Gly 
660 



Met Ser Thr Lys 
645 

Phe Tyr Val Tyr 



lie Leu Thr Ser 
650 

Lys Tyr Gin Leu 
665 



Gly Leu Ala Tyr 

655 

lie Phe Ala Thr 
670 



Asp His Leu Pro His Ser Thr Gly Lys Val Trp Pro Leu lie Phe Arg 
675 680 685 
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Arg He He Val 
690 

Leu Ala Gly Phe 
705 

Leu Pro Val Val 



Leu Pro Leu Ser 
740 

Arg Asp Asn Ser 
755 

Tyr Pro Tyr Ala 
770 



Gly Leu Leu Leu 
695 

Glu Gly Gly Trp 
710 

Thr Leu Cys Phe 
725 

Lys Tyr He Ala 



Thr Val Asn Ser 
760 

Val Ser Glu Leu 
775 



Phe Gin Leu Thr 
700 

Val Leu Ser Ser 
715 

Leu Tyr Asp Phe 
730 

Leu Ser Ser He 
745 

Ala Asn Glu Glu 



Glu Gly Pro Met 
780 



Met Thr Gly Thr 



Cys Leu Phe Pro 
720 

Glu Lys Asn Tyr 
735 

Arg Glu Tyr Glu 
750 

Glu Ser Tyr Ala 
765 

Leu Asp 



<210> 193 
<211> 1781 
<212> DNA 

<213> Candida albicans 
<400> 193 

ttcaagtgca ctctttgtaa ggaagattac 
tatttttgtg gatcgtgttt tgccaaagat 
cacaaggaga cccacggcag tgcaaaagta 
aggaaaagtt gatggagaat gccatatcac 
tacaggaatt atagagcaca tgacccatag 
actctttcac ataataaagt atgtaaacta 
tctactaaat gatgatctgc tcatttaaag 
acttagaaaa tacgacaaat agagattatt 
aaggcacata gcagcacaca atgtcgcacc 
ctaactttca taacagattg acaaacgaag 
aacaaacaag gcagcataaa agggctaaag 
tctttgatga attcaatatg aacggttcta 
ataatgcagt gtctcatgaa aatactccgg 
ccgaatacaa tgtcctagag aacatgaatg 
acgatgcggg ttcaaacatg gttgtggaat 
ccagcaatgg tccgagcaac aaagcgcagg 
atctgcaaga ccaacaccac aaccccttca 
ctttcattaa cggaaaagtg gtgtctccat 
caaacgccaa ttctggagag gcaatcatga 
gtcataccat aaaagaccag tttctctgga 
aatttgcctc tatatactgt aaagatcttg 
ttgcgaatat aataaaagag cagttgaaag 
tgtctgacct ccacgtgata atcaacctaa 
ataacttcca gtggaacttg aacgacaaat 
ttgtacagga ccttggctta acaagagagt 
aaactatctt gaagataaag aaggactggg 
caaacgatgc cgcatttggg tacttatctg 
ccaattggtg cccaagggtg gaaatattaa 
aaaaagaaag aaacttaaga agattgaaaa 
ggagaagatt agatgactta gaaaccacaa 



aagtctccag tggtcacaaa ctgtggccat 6 0 
atgaaaaagg gcaccaaatg ctttatatgc 12 0 
gcatctgact tacagaagat gctaaataaa 180 
cccaaaaatt acacgcaccc gatgctaatg 240 
atttatcgag cattgttgca atttcgaaag 300 
tatagataga agatgtcccg tgtctttttg 360 
tcgccgcgac tactttgaca aaaaaaaaaa 420 
gaatgaagta cattgaaaaa agaaagaaga 480 
aaaaccagct tattccacaa gcttatattt 540 
atgatggtat ccccatcttt acaatggctc 600 
tggtcaacta tgcggaatat gacaacgatc 660 
atttcaacaa tgctgataca cactataaag 720 
cacttacaaa tggtgttacc atggacggtt 780 
gagctgatag tattatctct aacaacaaat 840 
ctttatccgg tttgaatagc aataacaacg 900 
cacaggatat tggaaacgcc gttctaccgg 960 
acatattgag ataccctaaa ataagagata 1020 
atagactcaa cactgatcaa gaaacgaagg 1080 
taccaattac tttggatata gaacatatgg 1140 
actacaatga cgactccata tctccggagg 1200 
atatgacttc cgctacctta caaactcaaa 1260 
acctcgaaaa tattgcagcc actgagataa 132 0 
cctgcaactt acaagacaga ttttttgaag 1380 
cacttactcc agaaagattt gctacatcca 1440 
tcatcccctt aatatctcaa tcgcttcatg 1500 
tagatggcca cttgattcag gaccatgtcc 1560 
gtataaggct ggatattgat gaactgggct 162 0 
caaaagaaga aatacaaaag agagaaattg 1680 
gagaaactga tagattatct agaaggggca 174 0 
tgagaatgta g 1781 
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<210> 194 
<211> 426 
<212> PRT 

<213> Candida albicans 
<400> 194 

Met Ser His Gin Asn Gin Leu lie Pro Gin Ala Tyr lie Ser Asn Phe 
1 5 10 15 

His Asn Arg Leu Thr Asn Glu Asp Asp Gly lie Pro lie Phe Thr Met 
20 25 30 

Ala Gin Gin Thr Arg Gin His Lys Arg Ala Lys Val Val Asn Tyr Ala 
35 40 45 

Glu Tyr Asp Asn Asp Leu Phe Asp Glu Phe Asn Met Asn Gly Ser Asn 
50 55 60 

Phe Asn Asn Ala Asp Thr His Tyr Lys Asp Asn Ala Val Ser His Glu 
65 70 75 80 

Asn Thr Pro Ala Leu Thr Asn Gly Val Thr Met Asp Gly Ser Glu Tyr 
85 90 95 

Asn Val Leu Glu Asn Met Asn Gly Ala Asp Ser lie lie Ser Asn Asn 
100 105 110 

Lys Tyr Asp Ala Gly Ser Asn Met Val Val Glu Ser Leu Ser Gly Leu 
115 120 125 

Asn Ser Asn Asn Asn Ala Ser Asn Gly Pro Ser Asn Lys Ala Gin Ala 
130 135 140 

Gin Asp lie Gly Asn Ala Val Leu Pro Asp Leu Gin Asp Gin His His 
145 150 155 160 

Asn Pro Phe Asn lie Leu Arg Tyr Pro Lys lie Arg Asp Thr Phe lie 
165 170 175 

Asn Gly Lys Val Val Ser Pro Tyr Arg Leu Asn Thr Asp Gin Glu Thr 
180 185 190 

Lys Ala Asn Ala Asn Ser Gly Glu Ala lie Met lie Pro lie Thr Leu 

195 200 , 205 

Asp lie Glu His Met Gly His Thr lie Lys Asp Gin Phe Leu Trp Asn 
210 215 220 

Tyr Asn Asp Asp Ser lie Ser Pro Glu Glu Phe Ala Ser lie Tyr Cys 
225 230 235 240 

Lys Asp Leu Asp Met Thr Ser Ala Thr Leu Gin Thr Gin lie Ala Asn 
245 250 255 

lie lie Lys Glu Gin Leu Lys Asp Leu Glu Asn lie Ala Ala Thr Glu 
260 265 270 
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lie Met Ser Asp Leu His Val lie lie Asn Leu Thr Cys Asn Leu Gin 
275 280 285 

Asp Arg Phe Phe Glu Asp Asn Phe , Gin Trp Asn Leu Asn Asp Lys Ser 
290 295 300 

Leu Thr Pro Glu Arg Phe Ala Thr Ser lie Val Gin Asp Leu Gly Leu 
305 310 315 320 

Thr Arg Glu Phe lie Pro Leu lie Ser Gin Ser Leu His Glu Thr lie 
325 330 335 

Leu Lys lie Lys Lys Asp Trp Val Asp Gly His Leu lie Gin Asp His 
340 345 350 

Val Pro Asn Asp Ala Ala Phe Gly Tyr Leu Ser Gly lie Arg Leu Asp 
355 360 365 

He Asp Glu Leu Gly Ser Asn Trp Cys Pro Arg Val Glu He Leu Thr 
370 375 380 

Lys Glu Glu He Gin Lys Arg Glu He Glu Lys Glu Arg Asn Leu Arg 
385 390 395 400 

Arg Leu Lys Arg Glu Thr Asp Arg Leu Ser Arg Arg Gly Arg Arg Arg 
405 410 415 

Leu Asp Asp Leu Glu Thr Thr Met Arg Met 
420 425 



<210> 195 
<211> 815 
<212> DNA 

<213> Candida albicans 



<400> 195 

gtcatatcaa 

ttgtagttcc 

attggtatca 

agtctatatg 

aatatgttga 

tcctgtgcct 

gataaagatt 

tcagctccat 

gtaagtgccg 

ttgaaattag 

ttgaccactt 

ccatcatctt 

tggttttggt 

ttcattcaat 



gatctttaca 
agagaaactg 
tgattgcctc 
gagacaccac 
aggggttgtg 
gcgctttgtt 
ccacaaccat 
tcatgttctc 
gagtattttc 
aaccgttcat 
tagccctttt 
cgtttgtcaa 
gcgacattgt 
aatctctatt 



gtatatagag 
gtcttttatg 
tccagaattg 
ttttccgtta 
gtgttggtct 
gctcggacca 
gtttgaaccc 
taggacattg 
atgagacact 
attgaattca 
atgctgcctt 
tctgttatga 
gtgctgctat 
tgtcgtattt 



gcaaattcct 
gtatgaccca 
gcgtttgcct 
atgaaagtat 
tgcagatccg 
ttgctggcgt 
gcatcgtatt 
-tattcggaac 
gcattatctt 
tcaaagagat 
gtttgttgag 
aagttagaaa 
gtgcctttct 
tctaa 



ccggagatat 
tatgttctat 
tcgtttcttg 
ctcttatttt 
gtagaacggc 
tgttattgct 
tgttgttaga 
cgtccatggt 
tatagtgtgt 
cgttgtcata 
ccattgtaaa 
tataagcttg 
tctttctttt 



ggagtcgtca 
atccaaagta 
atcagtgttg 

agggtatctc 

gtttccaata 
attcaaaccg 
gataatacta 
aacaccattt 
atcagcattg 
ttccgcatag 
gatggggata 
tggaataagc 
ttcaatgtac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

815 



<210> 
<211> 



196 
104 
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<212> PRT 

<213> Candida albicans 
<400> 196 

Met Arg His Cys lie lie Phe lie Val Cys lie Ser lie Val Glu lie 
15 10 15 

Arg Thr Val His He Glu Phe He Lys Glu He Val Val lie Phe Arg 
20 25 30 

He Val Asp His Phe Ser Pro Phe Met Leu Pro Cys Leu Leu Ser His 
35 40 45 

Cys Lys Asp Gly Asp Thr He He Phe Val Cys Gin Ser Val Met Lys 
50 55 60 

Val Arg Asn He Ser Leu Trp Asn Lys Leu Val Leu Val Arg His Cys 
65 70 75 80 

Val Leu Leu Cys Ala Phe Leu Leu Ser Phe Phe Asn Val Leu His Ser 
85 90 95 

He He Ser He Cys Arg He Phe 
100 



<210> 197 

<211> 737 

<212> DNA 

<213> Candida albicans 



<400> 197 

ccacatgtca 

gccttgccaa 

acaaaacagg 

ttccaagacg 

attaaaatgc 

gcatcatacg 

cgtgattgct 

tctaatttca 

cgacaaaata 

tgaccagaag 

ccggtaagcc 

tggttatcaa 

aggttaacag 



caactacttt 
ataaactcgc 
gcatctcaca 
gaattttcat 
cttgcgaaaa 
ttcgagtgga 
gctgtacgct 
atgtagaaat 
tcaaggaaaa 
agctgacgtt 
attcagacaa 
cgatgctggt 
attataa 



gtgaagttgc 

ttcccagaaa 
tattcgcgta 
ctagagaaaa 
ggaggactcg 
aaattatgga 
tttgcacaat 
atttcaactg 
atggctagag 
aagaccgcca 
accaagttca 
aaggctaaga 



aatgcgtgat 

agacgccaaa 
ctggtgttct 
tgcatccgtg 
tccgtgcaac 
gagttttcca 
attgaatctt 
ttagtttttt 
aaatcaccga 
ctgttaagat 
aggttagagg 
aattgatcca 



tagtattata 
ttaactgccg 
tttagctcat 
cattttcata 
tgttgaaaaa 
agctctatgg 
caatctaaag 
atttcaggtt 
catcaaacaa 
taacaaaaaa 
ctcttcttct 
atctttgcca 



aaacatcata 
ctgttatgtg 
tccgatatta 
aacccacaca 
aatagacgga 
catgtagagt 
aattaaattt 
gaatatagta 
tttttggaat 
ttgaacaagg 
ttgtacactt 
ccaactttga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

737 



<210> 198 

<211> 78 

<212> PRT 

<213> Candida albicans 



<400> 198 

Met Ala Arg Glu He Thr Asp He Lys Gin Phe 
15 10 



Leu Glu Leu Thr Arg 

15 
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Arg Ala Asp Val Lys Thr Ala Thr Val Lys lie Asn Lys Lys Leu Asn 
20 25 30 

Lys Ala Gly Lys Pro Phe Arg Gin Thr Lys Phe Lys Val Arg Gly Ser 
35 40 45 

Ser Ser Leu Tyr Thr Leu Val lie Asn Asp Ala Gly Lys Ala Lys Lys 
50 55 60 

Leu lie Gin Ser Leu Pro Pro Thr Leu Lys Val Asn Arg Leu 
65 70 75 



<210> 199 

<211> 1331 

<212> DNA 

<213> Candida albicans 



<400> 199 

taagggctgt 

attat tagtt 

tcgattactt 

ctttccaaca 

aactaatcct 

gtgaaagata 

gatggaatct 

actaagaaga 

accaacaaaa 

cactgaaacc 

aatgactcaa 

cttgtaaact 

aaaataatag 

atctagccgt 

cggaaattac 

tcctgcttac 

ttttagacgt 

cccaacgtcg 

tcaaggcctt 

gtcaagaagg 

ttaccaagga 

tcattactaa 

agttggaata 



caatttttca 
atttgtttgt 
atgctattct 
tccgtacata 
ttctcttctt 
tggaatattc 
tgcctggatg 
ctataacaac 
aagtatcaga 
ctgtagagct 
tgttatctta 
atttaggtga 
ggagataaag 
atcttacctt 
actatattat 
taagagggta 
ttcctccgac 
tgttttgcta 
gccaatcaga 
taagatttca 
aaaggtcaac 
attacatttg 
a 



tttccctcaa 
tccatcaatt 
attgtatttg 
ttgattattg 
tttttttttt 
cgtctaggga 
cgtaacgacg 
agaagacaat 
atggctaaac 
ggaattgaaa 
attcgattag 
tgtctcataa 
tctcacgaca 
atggaaaaag 
gcatccgtga 
agatttgttg 
agaagaaagg 
tctgctccat 
agagatgatg 
tctgtttaca 
ggtgcttccg 
gacaaggaca 



agttaatgcg 
atgccgacgt 
agccggcggc 
tatctatgat 
ctgaaaatca 
agagccgaga 
acagcttgtc 
tttgtagtgc 
aatcattagg 
atatagtttg 
aaaaagaagg 
ctgcaaccac 
tgaaaaaatc 
tgtgaatatg 
tacatctgaa 
aaactcgaaa 
ctagaaaggc 
tatctaagga 
aagttttggt 
gattgaaatt 
ttccaattaa 
gaaaagcttt 



caagagttag 
ccatgaatgc 
tagtaaacaa 
tttcatgtaa 
gtagctagag 
gctgagagca 
tagaaggcga 
gattctatat 
tatgtgcaca 
taccttttgc 
tgcgttatcc 
tggaaaatga 
atagaattat 
tttttctaaa 
attcaatact 
tactaacatt 
ttatttcacc 
gttgagagct 
tgttcgtggt 
tgccgttcaa 
cttgcaccca 
gatccaaaga 



gatgatcttg 
tattgaagta 
gacagcatac 
tgtatgggtt 
gaacctgttc 
gtatccatcg 
agtacaagat 
tattgacgta 
aatgctaaat 
ctgagggcag 
aaggttgaaa 
cgcaaatatc 
tgttcaattt 
tcgagcttcc 
ttctccaagg 
attttcatta 
gccccatcct 
caatacggta 
tccaagaagg 
gttgacaagg 
tccaagcttg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1331 



<210> 200 

<211> 127 

<212> PRT 

<213> Candida albicans 



<400> 200 

Met Ala Lys Gin Ser Leu Asp Val Ser Ser Asp Arg Arg Lys Ala Arg 
15 10 15 



Lys Ala Tyr Phe Thr Ala Pro Ser Ser Gin Arg Arg Val Leu Leu Ser 
20 25 30 
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Ala Pro Leu Ser Lys Glu Leu Arg Ala Gin Tyr Gly lie Lys Ala Leu 

35 40 45 

Pro lie Arg Arg Asp Asp Glu Val Leu Val Val Arg Gly Ser Lys Lys 
50 55 60 

Gly Gin Glu Gly Lys lie Ser Ser Val Tyr Arg Leu Lys Phe Ala Val 

65 70 75 80 

Gin Val Asp Lys Val Thr Lys Glu Lys Val Asn Gly Ala Ser Val Pro 

85 90 95 

lie Asn Leu His Pro Ser Lys Leu Val lie Thr Lys Leu His Leu Asp 

100 105 110 

Lys Asp Arg Lys Ala Leu lie Gin Arg Lys Gly Gly Lys Leu Glu 

115 120 125 



<210> 201 

<211> 1376 

<212> DNA 

<213> Candida albicans 



<400> 201 

actttttgtc 

agggattgct 

cccatgtgtt 

tggatattgt 

atttaccttt 

gattcaaagg 

gtactgtttt 

tttttttcag 

acatagtaat 

ttaataacgc 

tcatcaagtt 

fccacatgtgt 

atgttgcgca 

actagatggt 

ttctttgtgc 

aatgcttctt 

tacttttcct 

agacaacatt 

gagattcttc 

ttgacgacca 

gtgttatttc 

tattgccagc 

atgaggaagc 



tgctgctggt 
taagaatcaa 
ggagggaagg 
tacaagagtt 
tcatcttcag 
cgaagtgcgt 
caagaccact 
aagatcagat 
taggtaaaaa 
cgaaaagacc 
tttacaagtt 
ttcaatttct 
actctaacga 
gtgatcgggc 
ttagtcccat 
acacggttat 
caaaatctca 
ttcttgtttt 
aatactaaca 
cagatctggt 
cccaagattt 
cagacaattc 
tagaagaaag 



cgtttgtctt 
agtagcttaa 
aatatattga 
ctagtctttg 
ttttacggtt 
aggattgtaa 
gtaaccgata 
gcgagagctc 
atgactcgct 
ggtaaacgtc 
atgcaaaagc 
gcttattttt 
agaaataatt 
agtatactaa 
actgtttttt 
ggattacacc 
ctcttaaaat 
ttatgaagta 
tttactcctt 
aagattgtcg 
aacgttaaga 
ggttacgtta 
cacgtttccg 



tcgttttaaa 
ctctaaagta 
aatgtaaatg 
ataccatttt 
cagtttattc 
ctcctatatc 
ataaaccgga 
gaagcataag 
cttccgtttt 
aggttctatt 
atggtatgtt 
aaatgttacc 
attgccattg 
tttatactgg 
aagtgtccgg 
tcatgtgtag 
tttcaatggc 
agcaaaaatt 
atttaggtta 
tccaactgaa 
ttggtgacat 
ttttgactac 
gtaaaatctt 



attgcgctag 
ttattttcct 
ttcttaagtt 
tacgcaatta 
tgttacgaaa 
tttaggatac 
ggacacattt 
tataatacta 
agctgatgct 
gagaccttct 
ccaactattt 
acgaggtttg 
ttttttactc 
acaaagactc 
gatatttaat 
ctactatatc 
aaaattcttc 
tcgaatcaac 
cattggcgaa 
cggtagattg 
tgaaaaatgg 
ttctgcgggt 

gggttttgtc 



acaagtaaac 
cagttgtggg 
cggttgaact 
caaccgcatt 
gaactatggt 
ttacaatttt 
taacccacta 
acgtttcaaa 
ttgaatgcca 
tccaaggtta 
ttcaatattt 
tccaagttca 
cgggctgata 
gtaaaagatg 
cccatgtgga 
cattaccgtt 
cgcacaactt 
aacgctccat 
ttcgaataca 
aacaaatgtg 
accgccaact 
attatggacc 
tattaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1376 



<210> 202 

<211> 130 

<212> PRT 

<213> Candida albicans 



<400> 202 



211 



Met Thr Arg Ser 
.1 

Ala Glu Lys Thr 
20 

Val lie lie Lys 
35 

Glu Phe Glu Tyr 
50 

Leu Asn Gly Arg 
65 

Val Lys lie Gly 



Arg Gin Phe Gly 
100 

His Glu Glu Ala 
115 

Val Tyr 
130 



Ser Val Leu Ala 
5 

Gly Lys Arg Gin 



Phe Leu Gin Val 
40 

lie Asp Asp His 
55 

Leu Asn Lys Cys 
70 

Asp lie Glu Lys 
85 

Tyr Val lie Leu 



Arg Arg Lys His 
120 



Asp Ala Leu Asn 
10 

Val Leu Leu Arg 
25 

Met Gin Lys His 



Arg Ser Gly Lys 
60 

Gly Val lie Ser 
75 

Trp Thr Ala Asn 
90 

Thr Thr Ser Ala 
105 

Val Ser Gly Lys 



Ala lie Asn Asn 
15 

Pro Ser Ser Lys 

30 

Gly Tyr lie Gly 
45 

lie Val Val Gin 



Pro Arg Phe Asn 
80 

Leu Leu Pro Ala 
95 

Gly lie Met Asp 
110 

lie Leu Gly Phe 
125 



<210> 203 
<211> 1340 
<212> DNA 

<213> Candida albicans 
<400> 203 

ccctcaaccc gcattttgct gagaattttc 
ctgactaatt gcattacagc cgacccaagg 
tcaccctctt cttggtatta gtaaagagac 
actagagcag aatcaagaat ttaaaaagtg 
acttcgaagt aagaaatatt taatagttct 
tactataaac gtttgttttg ttccttacgc 
aatttaaatt tttattacca tttatttgat 
atttaaaaag gactatttca gcatatagta 
cagagtaact taaactaact atgcagggca 
cgcggatgtc cttcttggat aaattcctca 
aataccagat caaacaactg gtcaagccaa 
ccaaatactc ccaggggaac tctttgaggg 
gagttaaaga gttggccgtt gaattcagca 
aaaagacaaa ggggaaattg tttatagctc 
tgttttttcc tcatttgata ggaacggcaa 
atatgttaag gggtaaaacc agtatagtga 
tgagtagttc atacttccaa ggaatcgtag 
aagctgatgc gcgtttaagt ttaaatgaca 
tagaaaacgc tgtgaaaagt gctctagtga 
catcctggcg ccagccattt tatttcgaat 
gggaagagct cttttgcaat aatgtctttt 
taaaaattag gtgggcagct tgcggggagg 



accaaggccc taggtgatat tagattccac 60 
caatatcagt ttaataaaat atcatgtatc 120 
gcctgatctt gtaacagtgg tgaagattgt 180 
taaaggcaag gcagaggcga tgtacataaa 24 0 
cgccacatca ctatgcagct atataaaaac 3 00 
acaatatcct tgcctagaaa tcgtttttga 360 
tcgccttcag aaaaatatgg aagagtgcat 420 
aaagtcaggt tatttgttta tttgcgatat 480 
cttttaaaag gttttaccat cccacgctta 540 
agcctatgat ggcaacggct tccccaaagg 600 
taggcttaac acaagcacca aggaaaagca 660 
atatgtttga ttcggaaaag acaaaccaca 72 0 
aatctggact ttatgacgtg caagtcttcc 780 
cagtttcata ttggaaagaa gataaagctt 840 
tggatggtac gaaacaacag aatatcgagg 900 
ggttatttag tacagcatct ggcgataagt 960 
acgataacaa aaaaactgac tacttgactg 102 0 
gtaacgtcca aatcatcgag gtcaatcttg 1080 
aaacgcttgc tcgttgggcc aatcgcgttc 1140 
gttctagagg ccaatggcca ttttccgtca 1200 
ctggatacgt ctttcttgtg gaccagcagt 1260 
ctactccatc tgaaaaggaa gcattgtgga 132 0 



212 



agtttgccaa acgtctgtga 



<210> 204 
<211> 279 
<212> PRT 

<213> Candida albicans 
<400> 204 

Met Gin Gly Thr Phe Lys Arg Phe Tyr His Pro Thr Leu Thr Arg Met 
15 10 15 

Ser Phe Leu Asp Lys Phe Leu Lys Pro Met Met Ala Thr Ala Ser Pro 
20 25 30 

Lys Glu Tyr Gin lie Lys Gin Leu Val Lys Pro lie Gly Leu Thr Gin i 
35 40 45 

Ala Pro Arg Lys Ser Thr Lys Tyr Ser Gin Gly Asn Ser Leu Arg Asp 
50 55 60 

Met Phe Asp Ser Glu Lys Thr Asn His Arg Val Lys Glu Leu Ala Val 
65 70 75 80 

Glu Phe Ser Lys Ser Gly Leu Tyr Asp Val Gin Val Phe Gin Lys Thr 
85 90 95 

Lys Gly Lys Leu Phe He Ala Pro Val Ser Tyr Trp Lys Glu Asp Lys 
100 105 110 

Ala Leu Phe Phe Pro His Leu He Gly Thr Ala Met Asp Gly Thr Lys 
115 120 125 

Gin Gin Asn He Glu Asp Met Leu Arg Gly Lys Thr Ser He Val Arg 
130 135 140 

Leu Phe Ser Thr Ala Ser Gly Asp Lys Leu Ser Ser Ser Tyr Phe Gin 
145 150 155 160 

Gly He Val Asp Asp Asn Lys Lys Thr Asp Tyr Leu Thr Glu Ala Asp 
165 170 175 

Ala Arg Leu Ser Leu Asn Asp Ser Asn Val Gin He He Glu Val Asn 
180 185 190 

Leu Val Glu Asn Ala Val Lys Ser Ala Leu Val Lys Thr Leu Ala Arg 
195 200 205 

Trp Ala Asn Arg Val Pro Ser Trp Arg Gin Pro Phe Tyr Phe Glu Cys 
210 215 220 

Ser Arg Gly Gin Trp Pro Phe Ser Val Arg Glu Glu Leu Phe Cys Asn 
225 230 235 240 

Asn Val Phe Ser Gly Tyr Val Phe Leu Val Asp Gin Gin Leu Lys He 
245 250 255 
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Arg Trp Ala Ala Cys Gly Glu Ala Thr Pro Ser Glu Lys Glu Ala Leu 
260 265 270 

Trp Lys Phe Ala Lys Arg Leu 
275 



<210> 205 
<211> 1754 
<212> DNA 

<213> Candida albicans 

<400> 205 

ttctattggt gtagttatac cagaaccatc cttcccaagg ccttttcccg caacatatcc 60 
catactcgaa agtaacttcg caccaatacc atatgtcttc gttaattttg agatcgttgg 12 0 
ggcattgccg ctactagttt tcaaggcatc attagtgtat gtcatgtcac tattcatgct 180 
tgaattatta tcttcctcat cgctataatt ataggaatcg attcttcttt ttttgaaaaa 240 
gaacttttta tctgtgttgg agtccgaatc ctccatgttt tggcgtactg aaggcttaag 300 
ttcttcgacc tctctcggtt gtactatttc gaaattttgg atttttgtta ttgttttgac 360 
ataatgtaaa tactagatgc gcgctctaag gcctcagtat taaaaattgc aagatatccc 420 
taacttgata attatttgaa agtcgcataa cgtacgataa attcgatact gcgaggatat 480 
tatcaacgta tttaacacct atgaacgaag cagatgttac aaaatttgtt aataatgcca 54 0 
ggaaaacgct gaccgatgct caacttttat gttcaagtgc taatttaagg attgtagata 600 
ttaagaaaaa attgtcatct tggcagttga gtatttcaaa actcaatttt ctaatagttg 660 
gcttgagaca gcaaggaaag tttctttaca ctattttaaa ggaaggcatt gggacaaagc 720 
taatccagaa acaatggaat caagctgtct tagtggtctt agttgatgag atgaagtact 780 
ggcaatatga aatcacttct aaagtacaaa ggttggatgg tatagtaaat gaattgagca 840 
tatcagaaaa agatgatacc gatccctcta aactaggaga ttacatctcg agagacaacg. 900 
ttaacttatt gaatgacaaa ctgaaagaag tgccagtaat tgagcgtcaa attgaaaaca 96 0 
ttaagcttca atacgaaaat atggtcagaa aagttaacaa agaactgatt gataccaagt 102 0 
tgacggacgt aactcaaaaa ttccaaagta aatttggtat agataacctg atggaaacaa 1080 
atgttgcaga gcagtttagc agggaactaa cggaccttga aaaagattta gcagagataa 114 0 
tgaattcatt gacacagcac tttgataaga cattgctgtt acaagataaa aaaattgata 1200 
acgatgaacg tgaggagctg tttaaggtgg tacaaggcga cgacaaagaa ctatacaaca 12 60 
ttttcaaaac tctgcatgag gtaattgatg acgtggacaa aacaattctt aacttgggtc 1320 
aatttttgca ggcaaaaata aaggaaaaga cagaactaca cagcgaagtt tctgaaataa 13 8 0 
taaacgattt caatagaaat ttggaatatc tattaatctt taaagatatt tccaatctga 144 0 
ttgatagctt caaaaattcc tgtacacaag atattcaaac aactaaggaa ctttgtgaat 15 0 0 
tttatgataa ttttgaagaa agctacggta acttagttct agaagcaaag aggagaaagg 1560 
atgtggcaaa cagaatgaaa actatattga aagattgtga aaagcagttg cagaatttag 162 0 
atgctcagga ccaggaagaa cgtcagaatt ttatagcgga aaatggaact tatcttcctg 1680 
agacaatctg gcccggtaaa attgacgatt tttcttccct gtacacttta aattacaacg 174 0 
tgaagaatcc ttag 1754 



<210> 206 

<211> 417 

<212> PRT 

<213> Candida albicans 



<400> 206 

Met Asn Glu Ala Asp Val Thr Lys Phe Val Asn Asn Ala Arg Lys Thr 
1 5 10 15 



Leu Thr Asp Ala Gin Leu Leu Cys Ser Ser Ala Asn Leu Arg lie Val 
20 25 30 
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Asp lie Lys Lys Lys Leu Ser Ser Trp Gin Leu Ser lie Ser Lys Leu 
35 40 45 

Asn Phe Leu lie Val Gly Leu Arg Gin Gin Gly Lys Phe Leu Tyr Thr 
50 55 60 

lie Leu Lys Glu Gly lie Gly Thr Lys Leu lie Gin Lys Gin Trp Asn 
65 70 75 80 

Gin Ala Val Leu Val Val Leu Val Asp Glu Met Lys Tyr Trp Gin Tyr 
85 90 95 

Glu lie Thr Ser Lys Val Gin Arg Leu Asp Gly lie Val Asn Glu Leu 
100 105 110 

Ser lie Ser Glu Lys Asp Asp Thr Asp Pro Ser Lys Leu Gly Asp Tyr 
115 120 125 

lie Ser Arg Asp Asn Val Asn Leu Leu Asn Asp Lys Leu Lys Glu Val 
130 135 140 

Pro Val lie Glu Arg Gin lie Glu Asn lie Lys Leu Gin Tyr Glu Asn 

145 150 155 160 

Met Val Arg Lys Val Asn Lys Glu Leu lie Asp Thr Lys Leu Thr Asp 
165 170* 175 

Val Thr Gin Lys Phe Gin Ser Lys Phe Gly lie Asp Asn Leu Met Glu 
180 185 190 

Thr Asn Val Ala Glu Gin Phe Ser Arg Glu Leu Thr Asp Leu Glu Lys 
195 200 205 

Asp Leu Ala Glu lie Met Asn Ser Leu Thr Gin His Phe Asp Lys Thr 
210 215 220 

Leu Leu Leu Gin Asp Lys Lys lie Asp Asn Asp Glu Arg Glu Glu Leu 
225 230 235 240 

Phe Lys Val Val Gin Gly Asp Asp Lys Glu Leu Tyr Asn lie Phe Lys 
245 250 255 

Thr Leu His Glu Val lie Asp Asp Val Asp Lys Thr lie Leu Asn Leu 

260 265 270 

Gly Gin Phe Leu Gin Ala Lys He Lys Glu Lys Thr Glu Leu His Ser 
275 280 285 

Glu Val Ser Glu He He Asn Asp Phe Asn Arg Asn Leu Glu Tyr Leu 
290 295 300 

Leu He Phe Lys Asp He Ser Asn Leu He Asp Ser Phe Lys Asn Ser 
305 310 315 320 

Cys Thr Gin Asp He Gin Thr Thr Lys Glu Leu Cys Glu Phe Tyr Asp 
325 330 335 
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Asn Phe Glu Glu 
340 

Lys Asp Val Ala 
355 

Gin Leu Gin Asn 
370 

lie Ala Glu Asn 
385 

lie Asp Asp Phe 



Ser Tyr Gly Asn 



Asn Arg Met Lys 
360 

Leu Asp Ala Gin 
375 - 

Gly Thr Tyr Leu 
390 

Ser Ser Leu Tyr 
405 



Leu Val Leu Glu 

345 

Thr lie Leu Lys 



Asp Gin Glu Glu 
380 

Pro Glu Thr lie 
395 

Thr Leu Asn Tyr 
410 



Ala Lys Arg Arg 

350 

Asp Cys Glu Lys 
365 

Arg Gin Asn Phe 



Trp Pro Gly Lys 
400 

Asn Val Lys Asn 
415 



Pro 



<210> 207 
<211> 1342 
<212> DNA 

<213> Candida albicans 
<400> 207 

atctgtaaat aataagccca tgaaatatca atctcacaat gaaagaattg tataattcag 60 
aatgatttga cgtaaaagca agtctcattc aagaaactgt aaaatccgta cacactactg 120 
aattttacat ccatacattt ttttgaaatt tcatgttttt ttgaaaaatt ggaaaagggc 180 
taaattatcc gtcggggtgt cctcctagct cggctcaacc taggcaaatg cgtttactgg 240 
ggccatccaa gctcatcctt ccagagattc gcctttcaga ggcaaagaac tcgtctccgc 3 00 
aggcctcttg ttccgggagg aggagaattc ttgcgcggaa actggttgat gcctgggcta 3 60 
tggtaattct gacacctttg ctatcctaac tggaaaaggt ccttagtaat aacaatatca 42 0 
ggtactttaa cattgttaaa gatatactat tagtgaaaaa ccgatcttac gaaaagccaa 480 
tagagcagaa agtggtaaag atgtctttag ttgtacaaga acaaggttcc ttccaacaca 540 
ttttacggta tgttttacga gtacagtgca gatatgttga gagagtttca cattacatgg 600 
gataatagct taatattgcg attgaaaata tgtgagtgca ctccgatgga ataataaacg 660 
tcacgggtta ccaaatacga ggccgaatta actctacgct actataaaaa ttatcactag 720 
attttaaagt aatacacagt ttattggaaa atacaatata tgactcaatg cgaatttaaa 7 80 
aatttcagtc aatacagctt gacaaattca tatttatcgt ccctccatgt tcgtacgcca 84 0 
ttccaaaatg atgcgccatg ttgaaaattt ctcgaagaac ctagcagtgg tgtgaaataa 90 0 
attactaaca ataagatgta caattttttg tgcgcccatt acaatcagtt tgttgaacac 960 
caatgtcgat ggtaacatta aaattgttta cgctttgacc actattaagg gtgttggtcg 1020 
tcgttactcc aacttggtct gtaagaaggc tgatgttgat ttgcacaaga gagctggtga 1080 
attgacccaa gaagaattgg aaagaattgt ccaaatcatg caaaacccaa ctcattacaa 114 0 
gatcccagcc tggttcttaa accgtcaaaa cgacattact gatggtaagg actaccacac 12 00 
tttggctaac aacgtcgaat ccaagttgag agatgacttg gaaagattaa agaagatcag 12 60 
agcccaccgt ggtattagac acttctgggg tttacgtgtt agaggtcaac acaccaagac 132 0 
cactggtaga agaagagctt aa 1342 



<210> 208 
<211> 146 
<212> PRT 

<213> Candida albicans 
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<400> 208 
Met Ser Leu Val 
1 

Leu Leu Asn Thr 
20 

Thr Thr lie Lys 
35 

Lys Ala Asp Val 
50 

Glu Leu Glu Arg 

65 

lie Pro Ala Trp 



Asp Tyr His Thr 
100 

Leu Glu Arg Leu 
115 

Trp Gly Leu Arg 
130 



Val Gin Glu Gin 
5 

Asn Val Asp Gly 



Gly Val Gly Arg 
40 

Asp Leu His Lys 
55 

lie Val Gin lie 
70 

Phe Leu Asn Arg 
85 

Leu Ala Asn Asn 



Lys Lys lie Arg 
120 

Val Arg Gly Gin 
135 



Gly Ser Phe Gin 
10 

Asn lie Lys lie 
25 

Arg Tyr Ser Asn 



Arg Ala Gly Glu 
60 

Met Gin Asn Pro 
75 

Gin Asn Asp lie 
90 

Val Glu Ser Lys 
105 

Ala His Arg Gly 



His Thr Lys Thr 
140 



His lie Leu Arg 
15 

Val Tyr Ala Leu 
30 

Leu Val Cys Lys 
45 

Leu Thr Gin Glu 



Thr His Tyr Lys 
80 

Thr Asp Gly Lys 
95 

Leu Arg Asp Asp 
110 

lie Arg His Phe 
125 

Thr Gly Arg Arg 



Arg Ala 
145 



<210> 209 
<211> 1268 
<212> DNA 

<213> Candida albicans 
<400> 209 

tatattattt tttcccttct gggttctttt 
ttcataaaat aatttctcta gatttgaaga 
ccatacacca tagcaccagt acactatatt 
aggagctcca ctgaaaaaaa aagagcagca 
atgggaagga cgcggtagat ccagtgtgga 
ggccggctgg actctccagg ccggagtgat 
caataccagt gtcctcatta gtgagttcca 
tgtgagtggt agcagatttg aacttagtta 
aaaaccgatc tagactaatc atggctgttg 
agggtttgaa gaagaaggtc gttgacccat 
ccccatccac ttttgaaaac agaaatgttg 
tgaagaatgc ttccgatgct ttgaagggta 
aaggttctga agaccattct ttcagaaagg 
agaacttgtt gaccaacttc cacggtatgg 
tcagaaaatg gcaaactttg atcgaagcta 
ttttgagaat ctttgctatt gccttcacca 
cttacgctca atcttcccac atcagagcta 
gagaagttca aaactctact ttggctcaat 



cttccttttc ttgtttacct tttttgcttt 60 
cagcattttt gtacatccat acaccataca 12 0 
tttatgaatt ttactaagaa ttattcctgc 180 
tggatgtccg gtagaagtgc tactgagtaa 240 
atcaaggtgg tgccggtgtg aagccgcctc 300 
gattgccacg ctgaacgtaa cacagtttca 3 60 
atgtatagtt agtagtggta ttttgatata 42 0 
gttgtattcg cc tttgagga aaccaagcaa 48 0 
gtaagaataa gagactatcc agaggtaaga 54 0 
ttaccagaaa ggaatggttc gatattaaag 600 
gtaagacttt agttaacaag tccactggtt 660 
gagttgtcga agtttgtttg gctgacttgc 720 
tcaagttgag agtcgatgaa gttcaaggta 780 
acttcactac cgacaaattg agatcaatgg 84 0 
atgttaccgt taagacttcc gatgattacg 900 
gaaagcaagc taaccaagtt aagagacact 96 0 
tcagaaaagt tatttctgaa atcttgacca 1020 
tgacctccaa attgattcca gaagttatca 1080 
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acaaggaaat cgaaaatgct accaaggaca tcttcccact acaaaacatc cacgttagaa 1140 

aggttaagtt attgaaacaa ccaaagttcg acgttggtgc tttgatggct ttgcatggtg 1200 

aaggttccgg tgaagaaaag ggtaagaagg tttctggttt caaggatgaa gtcttggaaa 12 6 0 
ctgtgtaa ^^68 



<210> 210 
<211> 255 
<212> PRT 

<213> Candida albicans 
<400> 210 

Met Ala Val Gly Lys Asn Lys Arg Leu Ser Arg Gly Lys Lys Gly Leu 
15 10 15 

Lys Lys Lys Val Val Asp Pro Phe Thr Arg Lys Glu Trp Phe Asp lie 
20 25 30 

Lys Ala Pro Ser Thr Phe Glu Asn Arg Asn Val Gly Lys Thr Leu Val 
35 40 45 

Asn Lys Ser Thr Gly Leu Lys Asn Ala Ser Asp Ala Leu Lys Gly Arg 
50 55 60 

Val Val Glu Val Cys Leu Ala Asp Leu Gin Gly Ser Glu Asp His Ser 
65 70 75 80 

Phe Arg Lys Val Lys Leu Arg Val Asp Glu Val Gin Gly Lys Asn Leu 
85 90 95 

Leu Thr Asn Phe His Gly Met Asp Phe Thr Thr Asp Lys Leu Arg Ser 
100 105 110 

Met Val Arg Lys Trp Gin Thr Leu lie Glu Ala Asn Val Thr Val Lys 
115 120 125 

Thr Ser Asp Asp Tyr Val Leu Arg lie Phe Ala lie Ala Phe Thr Arg 
130 135 140 

Lys Gin Ala Asn Gin Val Lys Arg His Ser Tyr Ala Gin Ser Ser His 
145 150 155 160 

lie Arg Ala lie Arg Lys Val lie Ser Glu lie Leu Thr Arg Glu Val 
165 170 175 

Gin Asn Ser Thr Leu Ala Gin Leu Thr Ser Lys Leu lie Pro Glu Val 
180 185 190 

lie Asn Lys Glu lie Glu Asn Ala Thr Lys Asp lie Phe Pro Leu Gin 
195 200 205 

Asn lie His Val Arg Lys Val Lys Leu Leu Lys Gin Pro Lys Phe Asp 
210 215 220 

Val Gly Ala Leu Met Ala Leu His Gly Glu Gly Ser Gly Glu Glu Lys 
225 230 235 240 
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Gly Lys Lys Val Ser Gly Phe Lys Asp Glu Val Leu Glu Thr Val 
245 250 255 



<210> 211 
<211> 2042 
<212> DNA 

<213> Candida albicans 
<400> 211 

ttaatagggt tagccaccat tgtctcgaac atgttcacag gctcggagct tgtggcgggt 60 
gcctcgctta ctggagtacc atttagcggt gtgtttgaag ctaacgagtt catcttcaat 12 0 
ctttatttcc acttctttac aagctttctg cctttctcta tgacgtcttt cccaaaacac 180 
tacctcttga cacgacttgt tgttttcgtt tttctctaag aatatcacta ttttcacttt 240 
tttcaccttt tccaccatta cgtcggtaag caacagcatt acgccggcct caccttagag 300 
gggaagaata agggatcttt ggaactgaag gaaaataagg gagagggagg aaacaaggag 3 60 
gcggtgaaag gggatcgaca gggtatttaa agccactcat ggagtcgtat tcctagcatg 42 0 
attagattac cggagtttag aagaggatct gcaatagaag aggagacaac tacaaaagaa 4 80 
ctgttaatta agagaagaag atgaagcaat* tcaagttggt taatgcggtt tccgcatcat 54 0 
ttgtgcttat tggcttagtg ttggccaatt cagattcagt gttcgacaag tggacgcagg 600 
aagacctggc cgattattta cgtgataata agaagagctt ggaaaagtac gctacagact 660 
ccattgagga cttgaaaacg gaggcatcgc aggtatggga caaacacgcg cagcccaaac 720 
catggtggca ggtgtggtct agtgacagca gtagcgtgag caacagtaac cccggatggt 780 
ttggttatac tggttcttcg gatcacccag tttctgactg gctctttgac acctggtcca 840 
cagacagtct acgtaacttc ttgaagaaaa acggcgtgga tgttgacgac gctaaggctt 900 
ccaaggactc gctggtgaag actgctaagg agaacttcaa caagatttcc aaatctttga 96 0 
agtcgtcggg atactatcct tctagctctt actttgatag ctggtcaacc aaagatttgc 1020 
aaaactggtt gaatgacaat ggtatcgact acgacaaggc agttcaaagc aaggacgagc 1080 
tagttcagaa agtcaaggaa aacatctacc gaacttcaga aaaggcagaa cagcagcgtc 1140 
tgggtttgct agaaagcttg gatttggctc accaacaaat attagacaca tcgggacaaa 1200 
taaaagacac tgtatttgac aagtggtcta gtgatcagtt aaccaattgg ttggagagcc 1260 
acaaggtcaa tattgacaag aacatggcca agaaacacga ctatttggtt agaatggcca 13 2 0 
aagaaaattc tgccaatttg aaagatgata tctactggta cctggactat atgaaaagag 13 80 
agtcttctcc atttttgacc aagaccccag aatacgttgg ttccgtttgg gactcttcta 1440 
aaaatttcct cacaaatttg tactccaagt tcagaggtaa gactgacaat gtgatcaatg 1500 
atactttttt ggttggccta gactcttggc caaaggacaa attgaaaatg tttttagatg 1560 
ctcgtggtat taagtactca atgctgtcta ctgaacatca attgagagaa ttagtcaaaa 1620 
aatccagaaa cgaaaaactc aagatcctgc caaaagacta ccaaaaatac tttgacaaca 16 8 0 
gtaactggtc tttggatgac ataaagggtt ggtttgctga caaaaaggac gacttccaag 174 0 
attctcagac ttactccaca attatgcagg attttgacaa ggtttccaaa aacacaaatg 1800 
atgctaagga ccaaatcgct aagacctggt caaatacctt tcagagctgg tctcaagaag 1860 
acctattgca gtacctaaaa tcattcggtg ttccggttaa acagacttct acgaaggacg 1920 
acttaatcaa cttggccaag cagaatacgc aatggttgtt cggcactgtt aaggagcctg 1980 
cttacaagag gtacctacat aacgttaaaa actggtcgaa aagcatatta gggttcaact 2 04 0 

2042 



<210> 212 
<211> 513 
<212> PRT 

<213> Candida albicans 



<400> 212 

Met Lys Gin Phe Lys Leu Val Asn Ala Val Ser Ala Ser Phe Val Leu 
15 10 15 
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lie Gly Leu Val Leu Ala Asn Ser Asp Ser Val Phe Asp Lys Trp Thr 
20 25 30 

Gin Glu Asp Leu Ala Asp Tyr Leu Arg Asp Asn Lys Lys Ser Leu Glu 
35 40 45 

Lys Tyr Ala Thr Asp Ser lie Glu Asp Leu Lys Thr Glu Ala Ser Gin 
50 55 60 

Val Trp Asp Lys His Ala Gin Pro Lys Pro Trp Trp Gin Val Trp Ser 
65 70 75 80 

Ser Asp Ser Ser Ser Val Ser Asn Ser Asn Pro Gly Trp Phe Gly Tyr 
85 90 95 

Thr Gly Ser Ser Asp His Pro Val Ser Asp Trp Leu Phe Asp Thr Trp 
100 105 110 

Ser Thr Asp Ser Leu Arg Asn Phe Leu Lys Lys Asn Gly Val Asp Val 
115 120 125 

Asp Asp Ala Lys Ala Ser Lys Asp Ser Leu Val Lys Thr Ala Lys Glu 
130 135 140 

Asn Phe Asn Lys lie Ser Lys Ser Leu Lys Ser Ser Gly Tyr Tyr Pro 
145 150 155 160 

Ser Ser Ser Tyr Phe Asp Ser Trp Ser Thr Lys Asp Leu Gin Asn Trp 
165 170 175 

Leu Asn Asp Asn Gly He Asp Tyr Asp Lys Ala Val Gin Ser Lys Asp 
180 185 190 

Glu Leu val Gin Lys Val Lys Glu Asn He Tyr Arg Thr Ser Glu Lys 
195 200 205 

Ala Glu Gin Gin Arg Leu Gly Leu Leu Glu Ser Leu Asp Leu Ala His 
210 215 220 

Gin Gin He Leu Asp Thr Ser Gly Gin He Lys Asp Thr Val Phe Asp 
225 230 235 240 

Lys Trp Ser Ser Asp Gin Leu Thr Asn Trp Leu Glu Ser His Lys Val 
245 ' 250 255 

Asn He Asp Lys Asn Met Ala Lys Lys His Asp Tyr Leu Val Arg Met 
260 265 270 

Ala Lys Glu Asn Ser Ala Asn Leu Lys Asp Asp He Tyr Trp Tyr Leu 

275 280 285 

Asp Tyr Met Lys Arg Glu Ser Ser Pro Phe Leu Thr Lys Thr Pro Glu 
290 295 300 

Tyr Val Gly Ser Val Trp Asp Ser Ser Lys Asn Phe Leu Thr Asn Leu 
305 310 315 320 
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Tyr Ser Lys Phe Arg Gly Lys Thr Asp Asn Val lie Asn Asp Thr Phe 
325 330 335 

Leu Val Gly Leu Asp Ser Trp Pro Lys Asp Lys Leu Lys Met Phe Leu 
340 345 350 

Asp Ala Arg Gly lie Lys Tyr Ser Met Leu Ser Thr Glu His Gin Leu 
355 360 365 

Arg Glu Leu Val Lys Lys Ser Arg Asn Glu Lys Leu Lys lie Leu Pro 
370 375 380 

Lys Asp Tyr Gin Lys Tyr Phe Asp Asn Ser Asn Trp Ser Leu Asp Asp 
385 390 395 400 

lie Lys Gly Trp Phe Ala Asp Lys Lys Asp Asp Phe Gin Asp Ser Gin 
405 410 415 

Thr Tyr Ser Thr lie Met Gin Asp Phe Asp Lys Val Ser Lys Asn Thr 
420 425 430 

Asn Asp Ala Lys Asp Gin lie Ala Lys Thr Trp Ser Asn Thr Phe Gin 
435 440 - 445 

Ser Trp Ser Gin Glu Asp Leu Leu Gin Tyr Leu Lys Ser Phe Gly Val 
450 455 460 

Pro Val Lys Gin Thr Ser Thr Lys Asp Asp Leu lie Asn Leu Ala Lys 
465 470 475 480 

Gin Asn Thr Gin Trp Leu Phe Gly Thr Val Lys Glu Pro Ala Tyr Lys 
485 490 495 

Arg Tyr Leu His Asn Val Lys Asn Trp Ser Lys Ser lie Leu Gly Phe 
500 • 505 510 

Asn 



<210> 213 
<211> 2192 
<212> DNA 

<213> Candida albicans 

<400> 213 

acgagatcat tttcttatct atctattgag taatgcttac ttttcatatt ttcaatgaac 60 
aataggatat gtaggagaat tgatatattc actgcgtatc agagaaaagg tctactgaca 12 0 
ttttatggca aatgtattct acacaaatcg agaataccac agacaatggt acaagacata 180 
cacaaagaga agactgttct aattaaacaa ataatattga gctacctgct aagtatgtcc 240 
ttttcccttt gtcctttggt ttctcttata gaagaccctg gaaatttttc gcatttttcc .300 
ggctttgggc gttagtaaga acaaaaagaa aagaagagaa caaaaaagaa acgatacgga 360 
gtacgtgtca taaaaacttg ttcaatcatc cttgaagcta agtataaaga gcttgaaaag 420 
gtttaccact taaactggtt atactatttc aagagtgtaa acattttatt gcatatacca 480 
cagtaacgtg caggtaaaac atgagattaa gaaccgccat tgccacactg tgcctcacgg 54 0 
cttttacatc tgcaacttca aacaatagct acatcgccac cgaccaaaca caaaatgcct 600 
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ttaatgacac tcacttttgt aaggtcgaca 
taacattcaa tgaattaaat gccataaatg 
taaaatctga tttcttcaaa tactttcggc 
acgccaacga tggtctgtgc ttaaaccgcg 
atacactgcc tgagtactgg cagcctgaga 
aggaagcgga tgatagcgat gacgaatgta 
aaaaiacctgt agatatcgaa gacaccatca 
aaaacgccgt tctgattgat ttaacagcaa 
agcaagctgg tcaaatttgg tctactatct 
ctggtgaatc attggccaaa gatgcatttt 
tcggtactca cttatcaaag gaatatttga 
tggatttgtt tatggcaaga atcgggaact 
attatgctgt tgtagctaag gctctctgga 
tctgtgatct agtcaataaa gaaatcaaaa 
acacaaaaat ttttaacgaa gacttagttt 
acgaattcag atctcgcttc aagaatgtca 
gatgtagatt gtggggcaaa attcaaacta 
ttgaaatcaa cgacgctgat gaattcacca 
atgagttgat tgcactatta cagactttcg 
acatgttcga aaaaatgtac gggaaaaggt 
tcttccaaaa taacttcttc aacattttga 
tagagaacat caattccact aaagaaggaa 
tatttgatga tttaaaaatg cccaaagcag 
taaataaatg gaagaaagct tggaatactg 
ttatttatag aagctatttg gatttaccca 
tatacaaatt ttggaataaa ttcatcggtg 
agcctatttc ctataagcta gatatacaat 



ggaatgatca cgttagtccc agttgtaacg 66 0 
aaaacattag agatgatctt tcggcgttat 72 0 
tggatttata caagcaatgt tcattttggg 780 
cttgctctgt tgatgtcgta gaggactggg 840 
tcttgggtag tttcaataat gatacaatga 900 
agttcttaga tcaactatgt caaaccagta 960 
actactgtga tgtaaatgac tttaacggta 102 0 
atccggaacg ^atttacaggt tatggtggta 10 8 0 
accaagacaa ctgttttaca attggcgaaa 1140 
atagacttgt atccggtttc catgcctcta 1200 
acacgaaaac tggtaaatgg gagcccaatc 1260 
ttcctgatag agtgacaaac atgtatttca 132 0 
aaattcaacc atatttacca gaattttcat 13 80 
acaaaatgga taacgttatt tcccagctgg 144 0 
ttgccaacga cctaagtttg actttgaagg 1500 
cgaagattat ggattgtgtg caatgtgata 1560 
ccggttacgc aactgccttg aaaattttgt 1620 
aacaacatat tgttggtaag ttaaccaaat 1680 
gtagattatc tgaatctatt gaatctgtta 174 0 
taaacggttc tgaaaacagg ttaagctcat 1800 
aggaggcagg caaatcgatt cgttacacca 1860 
agaaaaagac taacaattct caatcacatg 1920 
aaatagttcc aaggccctct aacggtacag 1980 
aagttaacaa cgttttagaa gcattcagat 2040 
ggaacatctg ggaattatct ttgatgaagg 2100 
ttgctgatta cgttagtgag gagacacgag 2160 



<210> 214 
<211> 563 
<212> PRT 

<213> Candida albicans 



<400> 214 
Met Arg Leu Arg 
1 

Ser Ala Thr Ser 
20 

Ala Phe Asn Asp 
35 

Ser Pro Ser Cys 
50 

Asn lie Arg Asp 
65 

Tyr Phe Arg Leu 



Asp Gly Leu Cys 
100 

Trp Asp Thr Leu 



Thr Ala lie Ala 
5 

Asn Asn Ser Tyr 



Thr His Phe Cys 
40 

Asn Val Thr Phe 
55 

Asp Leu Ser Ala 
70 

Asp Leu Tyr Lys 
85 

Leu Asn Arg Ala 



Pro Glu Tyr Trp 



Thr Leu Cys Leu 
10 

lie Ala Thr Asp 
25 

Lys Val Asp Arg 



Asn Glu Leu Asn 
60 

Leu Leu Lys Ser 
75 

Gin Cys Ser Phe 
90 

Cys Ser Val Asp 
105 

Gin Pro Glu lie 



Thr Ala Phe Thr 
15 

Gin Thr Gin Asn 
30 

Asn Asp His Val 
45 

Ala lie Asn Glu 



Asp Phe Phe Lys 
80 

Trp Asp Ala Asn 

95 

Val Val Glu Asp 
110 

Leu Gly Ser Phe 
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115 120 125 

Asn Asn Asp Thr Met Lys Glu Ala Asp Asp Ser Asp Asp Glu Cys Lys 
130 135 140 

Phe Leu Asp Gin Leu Cys Gin Thr Ser Lys Lys Pro Val Asp He Glu 
145 150 155 160 

Asp Thr He Asn Tyr Cys Asp Val Asn Asp Phe Asn Gly Lys Asn Ala 
165 170 175 

Val Leu He Asp Leu Thr Ala Asn Pro Glu Arg Phe Thr Gly Tyr Gly 
180 185 190 

Gly Lys Gin Ala Gly Gin He Trp Ser Thr He Tyr Gin Asp Asn Cys 
195 200 205 

Phe Thr He Gly Glu Thr Gly Glu Ser Leu Ala Lys Asp Ala Phe Tyr 
210 215 220 

Arg Leu Val Ser Gly Phe His Ala Ser He Gly Thr His Leu Ser Lys 
225 230 ' 235 240 

Glu Tyr Leu Asn Thr Lys Thr Gly Lys Trp Glu Pro Asn Leu Asp Leu 
245 250 255 

Phe Met Ala Arg He Gly Asn Phe Pro Asp Arg Val Thr Asn Met Tyr 
260 265 270 

Phe Asn Tyr Ala Val Val Ala Lys Ala Leu Trp Lys He Gin Pro Tyr 
275 280 285 

Leu Pro Glu Phe Ser Phe Cys Asp Leu Val Asn Lys Glu He Lys Asn 
290 295 300 

Lys Met Asp Asn Val He Ser Gin Leu Asp Thr Lys He Phe Asn Glu 
305 310 315 320 

Asp Leu Val Phe Ala Asn Asp Leu Ser Leu Thr Leu Lys Asp Glu Phe 
325 330 335 

Arg Ser Arg Phe Lys Asn Val Thr Lys He Met Asp Cys Val Gin Cys 
340 345 350 

Asp Arg Cys Arg Leu Trp Gly Lys He Gin Thr Thr Gly Tyr Ala Thr 
355 360 365 

Ala Leu Lys He Leu Phe Glu He Asn Asp Ala Asp Glu Phe Thr Lys 
370 375 380 

Gin His He Val Gly Lys Leu Thr Lys Tyr Glu Leu He Ala Leu Leu 
385 390 395 400 

Gin Thr Phe Gly Arg Leu Ser Glu Ser He Glu Ser Val Asn Met Phe 
405 410 ' 415 



Glu Lys Met Tyr Gly Lys Arg Leu Asn Gly Ser Glu Asn Arg Leu Ser 
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420 

Ser Phe Phe Gin 
435 

Ser lie Arg Tyr 
450 

Lys Lys Thr Asn 
465 

Pro Lys Ala Glu 



Trp Lys Lys Ala 
500 

Arg Phe lie Tyr 
515 

Leu Ser Leu Met 
530 

Ala Asp Tyr Val 
545 

Asp lie Gin 



Asn Asn Phe Phe 
440 

Thr lie Glu Asn 
455 

Asn Ser Gin Ser 
470 

lie Val Pro Arg 
485 

Trp Asn Thr Glu 



Arg Ser Tyr Leu 
520 

Lys Val Tyr Lys 

535 

Ser Glu Glu Thr 
550 



425 

Asn lie Leu Lys 



lie Asn Ser Thr 
460 

His Val Phe Asp 
475 

Pro Ser Asn Gly 
490 

Val Asn Asn Val 
505 

Asp Leu Pro Arg 



Phe Trp Asn Lys 
540 

Arg Glu Pro lie 
555 



430 

Glu Ala Gly Lys 
445 

Lys Glu Gly Lys 



Asp Leu Lys Met 

480 

Thr Val Asn Lys 
495 

Leu Glu Ala Phe 
510 

Asn lie Trp Glu 
525 

Phe lie Gly Val 



Ser Tyr Lys Leu 
560 



<210> 215 
<211> 998 
<212> DNA 

<213> Candida albicans 



<400> 215 

aacagtattg 

tcgtattctg 

gaaggtcttc 

gagcgatgcc 

tctgatagag 

catctacctc 

cgccattacc 

aaactctggc 

gtaatttgga 

aacagttaat 

tattcatttg 

ttaatgctaa 

cacccagcat 

actcccctgg 

aaagtgtaga 

gtggtgccaa 

aggtaaagtt 



gctgttgatt 
tactttgcga 
ctctagttct 
ctctgatgca 
cttgaagaac 
acgaagatgc 
cgaaaacgag 
gtttagcgta 
agggcatagc 
taaagattct 
ggactgccta 
gctagagttt 
actacatcca 
tgatgatcct 
aaaaattcta 
cattgatgct 
atccattttg 



cattgcgctg 
tgtagagtct 

caccttaatt 
cgatgcacac 
ttaccagact 
agcagcttat 
attacagcct 
cgaaggagat 
atgtcgaaaa 
ccacctggta 
attcaagggc 
cctaaagact 
aatatttatc 
aacatgtacg 
ttaagtgtta 
tgcatcttgt 
aaatcattag 



cagcagtcac 
actaaaatag 
agcattcggt 
gcatatttgt 
gtttcaagtt 
tgtctcgaga 
ctaaaccaag 
tatcctaaaa 
ccgctcagaa 
tagtggctgg 
ctccagatac 
atccgttatc 
caaatgggga 
aattagcgga 
tgagcatgtt 
ggagagataa 
gattctga 



cttcaatttg 
cgtctctgat 
gagaatgcct 
tcccattaaa 
taaaacaagg 
tccttcttat 
agctcgaaaa 
ggaacttccc 
acgtctcctc 
tcccaaatcg 
gccatacgct 
tccacctaaa 
agtgtgcata 
agaaagatgg 
gagtgagccc 
tagacctgaa 



tgcaccattt 
agccatgggt 
gcatgttgaa 
tattatcatc 
cgcctcatcg 
aactcctttt 
gcgccaaagt 
tagtaatagt 
aaggagcttc 
gagaataaca 
gatggtgttt 
cttactttca 
tccattctac 
tcgccagtgc 
aatatcgaaa 
tttgagagac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

998 



<210> 216 
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<211> 165 
<212> PRT 

<213> Candida albicans 
<400> 216 

Met Ser Lys Thr Ala Gin Lys Arg Leu Leu Lys Glu Leu Gin Gin Leu 
1 5 10 15 

lie Lys Asp Ser Pro Pro Gly lie Val Ala Gly Pro Lys Ser Glu Asn 
20 25 30 

Asn lie Phe lie Trp Asp Cys Leu lie Gin Gly Pro Pro Asp Thr Pro 
35 40 45 

Tyr Ala Asp Gly Val Phe Asn Ala Lys Leu Glu Phe Pro Lys Asp Tyr 
50 55 60 

Pro Leu Ser Pro Pro Lys Leu Thr Phe Thr Pro Ser lie Leu His Pro 
65 70 75 80 

Asn lie Tyr Pro Asn Gly Glu Val Cys lie Ser lie Leu His Ser Pro 
85 90 95 ' 

Gly Asp Asp Pro Asn Met Tyr Glu Leu Ala Glu Glu Arg Trp Ser Pro 
100 105 110 

Val Gin Ser Val Glu Lys lie Leu Leu Ser Val Met Ser Met Leu Ser 
115 120 125 

Glu Pro Asn lie Glu Ser Gly Ala Asn lie Asp Ala Cys lie Leu Trp 
130 135 140 

Arg Asp Asn Arg Pro Glu Phe Glu Arg Gin Val Lys Leu Ser lie Leu 
145 150 155 160 

Lys Ser Leu Gly' Phe 
165 



<210> 217 

<211> 1091 

<212> DNA 

<213> Candida albicans 



<400> 217 

gtccttccgc 

tgttttgaca 

ttgcatcgca 

agtaaacact 

attcttaccg 

atccgtaata 

ctcataaaaa 

ataccgaaaa 

tattcagaag 

ttccccgagc 

tctctaatgg 



tttatatgtt 
aaattactgt 
tccagttctc 
tctaccagta 
tacgataaac 
gttttttttc 
aattgacgaa 
attaatcaca 
cgtaagaata 
atctgtattc 
cagaatggac 



tcgttatcct 
aatataatca 
atgcaatata 
tttctttacg 
caaattacaa 
tattttggac 
gattttagat 
ctcaatgcga 
atgaaagcaa 
gtgccaagaa 
cttttttcca 



atcacattat 
atagtattta 
gttgtatacc 
gttcggatca 
ggaaaagtat 
ttttgtaaaa 
aatggcaaat 
ctgtgatagc 
ccattcaaag 
tcagcacacc 
aagaattcca 



caaatgactt 
catgtttgta 
atgtcgttga 
aaaccatcac 
ccctaattag 
aagggattag 
aaaaatgaaa 
tgataagtgg 
agtaacatct 
atttattttg 
caatggccgc 



tgtgccactg 
ccagaagtac 
aaggaaccag 
tcattcggtc 
agatcactgc 
ggatacgttg 
tagtatcaat 
agctcagaaa 
gtatttggag 
cataattata 
gtatccaaat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 
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ctgatctttg gtcaagcaac aaggaagagg agctcttagt atctcaaagg aaaaaaagac 72 0 

cgatctctcc tcatttaact gtttacgaac ctgaaatgag ctggtatctt tcctctttac 780 

atcgtatatc tggcgtttta ctggctcttg gattctatgc tttcacaatt actttgggtg 840 

tgacgacaat aatgggaatg gatacgactt ttcaggatct aaacaagtgg tatcacgaaa 900 

agatgcctaa gtggtcccaa tgggtggcca aaggctctgc agcatatctg tttgcattcc 960 

attttggtaa cggtataagg catctcatct gggatatggg ctacgaattg accaaccgtg 1020 

gggttataaa aaccggatca atcgttttag ccggcacact cgtcttagga acgtatttac 1080 
tggctcagta a 1091 

<210> 218 
<211> 196 
<212> PRT 

<213> Candida albicans 

<400> 218 

Met Lys Ala Thr lie Gin Arg Val Thr Ser Val Phe Gly Val Pro Arg 
1 5 10 15 

Ala Ser Val Phe Val Pro Arg lie Ser Thr Pro Phe lie Leu His Asn 
20 25 30 

Tyr lie Ser Asn Gly Arg Met Asp Leu Phe Ser Lys Glu Phe His Asn 

35 40 45 

Gly Arg Val Ser Lys Ser Asp Leu Trp Ser Ser Asn Lys Glu Glu Glu 
50 55 60 

Leu Leu Val Ser Gin Arg Lys Lys Arg Pro lie Ser Pro His Leu Thr 
65 ^ 70 75 80 

Val Tyr Glu Pro Glu Met Ser Trp Tyr Leu Ser Ser Leu His Arg lie 
85 90 95 

Ser Gly Val Leu Leu Ala Leu Gly Phe Tyr Ala Phe Thr lie Thr Leu 
100 105 110 

Gly Val Thr Thr lie Met Gly Met Asp Thr Thr Phe Gin Asp Leu Asn 
115 120 125 

Lys Trp Tyr His Glu Lys Met Pro Lys Trp Ser Gin Trp Val Ala Lys 
130 135 . 140 

Gly Ser Ala Ala Tyr Leu Phe Ala Phe His Phe Gly Asn Gly lie Arg 
145 150 155 160 

His Leu lie Trp Asp Met Gly Tyr Glu Leu Thr Asn Arg Gly Val lie 
165 170 175 

Lys Thr Gly Ser lie Val Leu Ala Gly Thr Leu Val Leu Gly Thr Tyr 
180 185 190 



Leu Leu Ala Gin 
195 
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<210> 219 
<211> 1121 
<212> DNA 

<213> Candida albicans 



<400> 219 

ccgcttagcg 

aaaatagcct 

aagtatacaa 

gttctgcaga 

aatatgtcag 

caaaggaaag 

ggagagtatt 

gtacacataa 

tatcatattc 

aaggttgcgc 

tcactcatca 

ataattgtta 

gtaagaagaa 

ttaatggttc 

cattattgtt 

gtggtggtca 

cttaccatca 

cttacgacag 

gtaagggtgc 



caaactatcg 
acaaattctg 
gagaagaatc 
atgatgtttg 
ccaaccaagt 
aattgttatt 
ttgacaagat 
ggaaacaact 
ctaaacaaaa 
aactaaagaa 
gatgtccaag 
ctaacattga 
atcagctact 
tccaatcact 
agttggtttg 
tgtttcccaa 
aaaatatgtc 
aaccttgttg 
tcgttccaga 



tgaactcgct 
aactctgtaa 
ccaagatgtc 
atagtatcga 
tctgagtagg 
tttacaagcc 
tggttaaact 
gtaaagataa 
atgtacagcg 
gttgaaatta 
attttcgaaa 
atttcctcgt 
gctgttgccc 
ttggttgaac 
gacaaattct 
gtttacgcca 
gatgaacaat 
attgctgatt 
ttccaaaaat 



gcaacaactg 
aggaagcctc 
agctgtccca 
taatggagtg 
cagtaaatga 
gaattgagat 
actacggtca 
acaataaggg 
aatataaagc 
aaatggcaag 
aataaatatt 
aactaattgc 
atgtcaaggc 
cagaaatctt 
ccaacatcga 
tcagacaagc 
ccaagaacga 
ctagaagacc 
cttaccgtta 



agagggcaag 
ataaataaag 
agtgttcaag 
agatcaagag 
gtacgcatag 
ccaattaggc 
gttccgtaac 
cttccaatgc 
cagcgtcagt 
cgctacattt 
ctcatttttc 
attacttctt 
cggtaagggt 
aagattcaag 
tattagagtt 
tattgctaaa 
attgaagaag 
agaaccaaag 
a 



gatatacata 
gtagatagta 
tatgttttca 
aaaaaaaatg 
tgtatttatc 
aatgttttgg 
cagtacgatt 
cattgtaaga 
gtcttcctgg 
tcatccattt 
tctcaatgaa 
tagacttttg 
ttgatcaagg 
gtttacgaac 
agagttactg 
ggtttagttg 
gctttcactt 
aaattcggtg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1121 



<210> 220 
<211> 143 
<212> PRT 

<213> Candida albicans 
<400> 220 

Met Tyr Ser Glu Tyr Lys Ala Ser Thr Phe Gly Lys Lys Lys Ser Ala 
15 10 15 

Thr Ala Val Ala His Val Lys Ala Gly Lys Gly Leu lie Lys Val Asn 
20 25 30 

Gly Ser Pro lie Thr Leu Val Glu Pro Glu lie Leu Arg Phe Lys Val 
35 40 45 

Tyr Glu Pro Leu Leu Leu Val Gly Leu Asp Lys Phe Ser Asn lie Asp 
50 55 60 

lie Arg Val Arg Val Thr Gly Gly Gly His Val Ser Gin Val Tyr Ala 
65 70 75 80 

lie Arg Gin Ala lie Ala Lys Gly Leu Val Ala Tyr His Gin Lys Tyr 
85 90 95 

Val Asp Glu Gin Ser Lys Asn Glu Leu Lys Lys Ala Phe Thr Ser Tyr 
100 105 110 



Asp Arg Thr Leu Leu lie Ala Asp Ser Arg Arg Pro Glu Pro Lys Lys 
115 120 125 
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Phe Gly Gly Lys Gly Ala Arg Ser Arg Phe Gin Lys Ser Tyr Arg 
130 135 140 



<210> 221 
<211> 707 
<212> DNA 

<213> Candida albicans 



<400> 221 

gtcccatcat 

ctccctttaa 

tttccaaaaa 

gtaaatacag 

gcttaaggga 

aacatctgaa 

tcgggaatct 

aaaactctat 

ctacaaccaa 

gctcaaagga 

ctagtcaaga 

aagagcaata 



tctttacacc 
gatacgttta 
aacctaaaca 
aaggttaaga 

gggtgccgat 
gtggatagat 
caggggcgac 
tctagttctc 
gacatccaga 
aaaattgcag 
caaggacggc 
caacaagctc 



tcgtactgta 
ttcgtaactc 
tatgatgcaa 
gatagttgtc 
cctatgaagt 
taatcgtaca 
cgcccccggc 
gccatttacc 
atgaatacag 
ggcgatgcaa 
aagactaccg 
aaaggggcgg 



ttcatgatca 
ccatttacca 
acctccaatg 
ttaaaggggt 
attaatacgt 
gtaatcgtac 
tagaattatc 
ttgactttaa 
accaacaaaa 
aggtagtgag 
atgctgatga 
ggcataagaa 



tctatccatt 
atcactatga 
agactcaacg 
accgaaagca 
aatgccaaaa 
agtactatgt 
tatataacgg 
tgaaccaata 
agtgagcgaa 
tgacgctttt 
aagtgaaaaa 
ggagtag 



ttacataccg 
gccgtccacg 
taacatgcaa 
tttaggggag 
ggaattgttg 
cttactgatg 
taaaaagaat 
aaagaaattt 
atatttcaga 
aagaaaatgg 
cacaactatc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

707 



<210> 222 
<211> 68 
<212> PRT 

<213> Candida albicans 
<400> 222 

Met Asn Thr Asp Gin Gin Lys Val Ser Glu lie Phe Gin Ser Ser Lys 
15 10 15 

Glu Lys Leu Gin Gly Asp Ala Lys Val Val Ser Asp Ala Phe Lys Lys 
20 25 30 

Met Ala Ser Gin Asp Lys Asp Gly Lys Thr Thr Asp Ala Asp Glu Ser 
35 40 45 

Glu Lys His Asn Tyr Gin Glu Gin Tyr Asn Lys Leu Lys Gly Ala Gly 
5 0 5.5 60 

His Lys Lys Glu 
65 



<210> 223 

<211> 1877 

<212> DNA 

<213> Candida albicans 



<400> 223 

ggttcgatac aacacttgtg ctggctggta tatcaaccat gggtacgtca gcatattgat 60 

tcgatgtggc agtgtacgag agccattctg tatcgttcga caaagtttgc atgacttcat 12 0 

gttgtttcgt agcagtattc gttggtccag atgcaggaat gctggttata aagtttgttg 180 
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ttcctggtcc 
tgttcgcgat 
ccgtttcctt 
ccgccttgtg 
ctttcctcta 
aaatccgaaa 
tatcagcttt 
aatcctggca 
taaaggacat 
ggttctttca 
gcatgtggct 
cgctgatcag 
cttggtggaa 
tatctcctct 
tcagtaaatt 
actggaatat 
tcaaatttac 
cactaggcgg 
ctaatgttac 
aggatatcaa 
tcgttgatga 
tttcagaatt 
tgttagcgga 
gtagtgttga 
agattcgaat 
tgaatattgc 
caaatttgaa 
agccctcgtt 
cttatgaatt 



acattcatct 
gtgcttttgg 
taaccatttg 
tgtacgtgta 
gccaatgact 
tgtatcacca 
tagatcaggc 
gccgaagccg 
gtggagagaa 
caatagaaga 
gcgaatgtca 
tttgagccat 
gagcctattt 
cacgaggaga 
tgcttctttt 
gactacatca 
ccaagaagcc 
attaaatcag 
ctctaaacag 
tttcattcgt 
aacaagcgca 
taacgttaat 
tttggatgaa 
catgatcttg 
acattttcca 
tacgggtgtt 
tgctctggtt 
tccctctagg 
ggtctag 



ttggatggcg 
atagcctgga 
tgctcccttc 
tgatttttta 
ccaagctggc 
atgatcaccc 
tcgagtttct 
ggcaatccac 
gcttctcttc 
gcaccaacac 
cgggtccacc 
gggaattttt 
gaggcttcta 
ggaatcgcaa 
cccagagtgc 
aagagattat 
gtgaataaca 
tgctcccact 
gatcacgtcc 
aatttagaac 
tattacatgg 
gggacattct 
atgattagaa 
cagaattatg 
aactcaactg 
atttacgcag 
aatgttgaca 
agcgcttttt 



ttgttggtgg 
atacgaaatc 
ttaagttatg 
aatatataca 
tgataaaaac 
agcctgctaa 
tgttatatgt 
ttcgaaacgc 
cttcacattt 
gaaatatggc 
tcaggcagat 
cccaccaata 
cagcttttag 
ggtttgacca 
ccaaaggagc 
tagggcagag 
tgactatatc 
ctaattGctg 
aaccagttgc 
tatttaagat 
aaaaaccagg 
ccgcaccttt 
attacaaata 
gatcattgcc 
tggtggaaac 
atacgtctcc 
attcaggaag 
cacctatttt 



cgaatttgtc 
tttgtcttcc 
tgacggcttc 
acaataatct 
aaactaaacg 
gtgccctcta 
gcattgcaaa 
acggctgaac 
cgcatttcat 
tgtcggtggt 
cacgaagtct 
taatcgcaat 
gagggcaagt 
tttcagacct 
cc caaggggc 
agcttattcg 
tttgaggtgt 
caaagcttat 
ccttaagaag 
aatgaagacc 
ttcctatatt 
gtcattttta 
cgaattaaaa 
gataactttt 
agaaaaacta 
cgatatcagt 
cgtatggtct 
atcagatgca 



ttaggccttt 
tgtaaagtcg 
gtcaccatta 
gtattttttc 
gtaaagccac 
ttgatccgta 
agcataaaca 
tatataaata 
gatctaaagt 
aataactgga 
ctggaccgaa 
atttttgtca 
ggtttaacgg 
gttcccaatg 
ctttttacca 
acttccagta 
tttttcaact 
cagaatgcgt 
ttatctcaaa 
cagaatgaag 
gaatttacca 
gatccttctt 
tcaatataca 
catcgaaata 
attgcaggtc 
ctagaaggta 
tttgttaagg 
tcctatgata 



240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380. 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1877 



<210> 224 
<211> 458 
<212> PRT 

<213> Candida albicans 

<400> 224 

Met lie Thr Gin Pro Ala Lys Cys Pro Leu Leu lie Arg lie Ser Ala 
1 5 10 15 

Phe Arg Ser Gly Ser Ser Phe Leu Leu Tyr Val His Cys Lys Ser lie 
20 25 30 

Asn Lys Ser Trp Gin Pro Lys Pro Gly Asn Pro Leu Arg Asn Ala Arg 
35 40 45 

Leu Asn Tyr lie Asn lie Lys Asp Met Trp Arg Glu Ala Ser Leu Pro 
50 55 60 

Ser His Phe Ala Phe His Asp Leu Lys Trp Phe Phe His Asn Arg Arg 
65 70 75 80 

Ala Pro Thr Arg Asn Met Ala Val Gly Gly Asn Asn Trp Ser Met Trp 
85 90 95 



Leu Arg Met Ser Arg Val His Leu Arg Gin lie Thr Lys Ser Leu Asp 
100 105 110 
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Arg Thr Leu lie Ser Leu Ser His Gly Asn Phe Ser His Gin Tyr Asn 
115 120 125 

Arg Asn He Phe Val Thr Trp Trp Lys Ser Leu Phe Glu Ala Ser Thr 
130 135 140 

Ala Phe Arg Arg Ala Ser Gly Leu Thr Val Ser Pro Leu Thr Arg Arg 
1^5 150 155 160 

Gly He Ala Arg Phe Asp His Phe Arg Pro Val Pro Asn Val Ser Lys 
165 170 175 

Phe Ala Ser Phe Pro Arg Val Pro Lys Gly Ala Pro Arg Gly Leu Phe 
180 185 190 

Thr Asn Trp Asn Met Thr Thr Ser Lys Arg Leu Leu Gly Gin Arg Ala 
195 200 205 

Tyr Ser Thr Ser Ser He Lys Phe Thr Gin Glu Ala Val Asn Asn Met 
210 ^ 215 220 

Thr He Ser Leu Arg Cys Phe Phe Asn Ser Leu Gly Gly Leu Asn Gin 

230 235 240 

Cys Ser His Ser Asn Ser Cys Lys Ala Tyr Gin Asn Ala Ser Asn Val 
245 250 255 

Thr Ser Lys Gin Asp His Val Gin Pro Val Ala Leu Lys Lys Leu Ser 
260 265 270 

Gin Lys Asp He Asn Phe He Arg Asn Leu Glu Leu Phe Lys He Met 
275 280 285 

Lys Thr Gin Asn Glu Val Val Asp Glu Thr Ser Ala Tyr Tyr Met Glu 
290 295 300 

Lys Pro Gly Ser Tyr He Glu Phe Thr He Ser Glu Phe Asn Val Asn 

310 315 320 

Gly Thr Phe Ser Ala Pro Leu Ser Phe Leu Asp Pro Ser Leu Leu Ala 
325 330 335 

Asp Leu Asp Glu Met He Arg Asn Tyr Lys Tyr Glu Leu Lys Ser He 
340 345 350 

Tyr Ser Ser Val Asp Met He Leu Gin Asn Tyr Gly Ser Leu Pro He 
355 360 365 

Thr Phe His Arg Asn Lys He Arg He His Phe Pro Asn Ser Thr Val 
370 375 380 

Val Glu Thr Glu Lys Leu He Ala Gly Leu Asn He Ala Thr Gly Val 
385 390 395 400 

He Tyr Ala Asp Thr Ser Pro Asp He Ser Leu Glu Gly Thr Asn Leu 
405 410 415 
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Asn Ala Leu Val Asn Val Asp Asn Ser Gly Ser Val Trp Ser Phe Val 
420 425 430 

Lys Glu Pro Ser Phe Pro Ser Arg Ser Ala Phe Ser Pro lie Leu Ser 
435 440 445 

Asp Ala Ser Tyr Asp Thr Tyr Glu Leu Val 
450 455 



<210> 225 
<211> 1228 
<212> DNA 

<213> Candida albicans 
<400> 225 

atcaaatatt gatcgagttc atataaagct 
gcacttattt ttttttggat ttagatgtga 
tataatttgg ctacgttgtc ttccggtgtt 
tctgggtaat ttgatctttt ttaataatta 
agatttattt tgtcattttt tggatcggcg 
acatcgcgca tgtgtgggtg tatatgccct 
agtttccgag ttggaagcct gagtttttca 
ttggatacat gttatttgaa atggggtaga 
atcataacta accgttcaag atgttgatgc 
acttgtttca aggtatgttt gcatttttta 
ggatagcaaa gatgataaat gaaaatacaa 
gtagaaaacc gattgtttca aaaagatctt 
aaagaaaagt gcaacctaag cagaattcca 
gaacttttga gtccttatag aaatgctaat 
ttacagtttc cggagtttcc gtattattgc 
atcgtaagaa atattattac taacaaggaa 
agaaggtgtt gtcgtcgcta agaaggattt 
caagaacttg tatgttatca aggctttgca 
tcaattctca tggcaatact actattacac 
agaatacttg aacttgcctg aacacattgt 
atcccaaaga cctcaaagaa gatactaa 



aaagagtagg aaatatacca tcaatggtga 6 0 
gacatactaa aaaaaagttg ctatcaagcc 12 0 
tttcaattga tttaagttac aacactcaaa 180 
ttttagtgac atatagttct tagagttcgc 240 
tcttataaaa tcaagacata atacatccgc 3 00 
tttcacgatt tttaagttgc gtctcaaaat 360 
aaacaatata ggaattaaag gtatacgtct 420 
actagcacaa ctgaaaccaa gaaaacacag 480 
caaagcaaga aagaaacaaa attcaccaat 540 
ggtgaaatat gcagtgatat gctccgaaat 600 
ttaaattgaa cttgaatatc attaaaagtg 660 
tgtggacaag tacggcagtg catgaatccg 72 0 
ttatttcacg cgtccatttt tataatgttt 780 
attatgatca aagcgattat atcatttact 840 
aaaaggacca caaacaattg aaatcatgat 900 
gatcattgaa ttacgatcgc atatcgaaat 960 
caaccaagct aagcacgaag aaattgatac 1020 
atccttgact tctaagggtt acgttaagac 1080 
tttgactgaa gaaggtgttg aatacttgag 1140 
cccaggtacc tacattcaag aaagaaaccc 12 00 

1228 



<210> 226 
<211> 105 
<212> PRT 

<213> Candida albicans 

<400> 226 

Met Leu Met Pro Lys Gin Glu Arg Asn Lys lie His Gin Tyr Leu Phe 
1 5 10 15 

Gin Glu Gly Val Val Val Ala Lys Lys Asp Phe Asn Gin Ala Lys His 
20 25 30 

Glu Glu lie Asp Thr Lys Asn Leu Tyr Val lie Lys Ala Leu Gin Ser 
35 40 45 

Leu Thr Ser Lys Gly Tyr Val Lys Thr Gin Phe Ser Trp Gin Tyr Tyr 
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50 55 60 

Tyr Tyr Thr Leu Thr Glu Glu Gly Val Glu Tyr Leu Arg Glu Tyr Leu 
65 70 75 80 

Asn Leu Pro Glu His lie Val Pro Gly Thr Tyr lie Gin Glu Arg Asn 
85 90 95 

Pro Ser Gin Arg Pro Gin Arg Arg Tyr 
100 105 



<210> 227 
<211> 3998 
<212> DNA 

<213> Candida albicans 



<400> 227 

cccttcgcta 

ttagacacga 

acaagactgc 

atgtacataa 

gccactcttt 

cttaggcatt 

attttgcata 

ataaattata 

gcatttggga 

cagttgaggc 

ctaatccttc 

atgattctgt 

tagataacaa 

acataaacag 

aacatatcgg 

accctctgtc 

tgttggtagc 

ccgtcatctc 

cgaatattca 

tctccaataa 

ctcttttacc 

caatgcacgt 

aggcgaagaa 

ggctgcgtat 

agaataaaaa 

ctacatctac 

ctctcactgc 

ccagcagcaa 

tcaagaattc 

actcacatga 

ctacagctgt 

cagctaattc 

aacagcaacc 

gcgccccatt 

ttagcactgg 

attctaatgt 

tgagcagtat 

tacaatcggt 



aatcattaag 
gatacacatt 
ccctcccgtc 
cttgaaaaaa 
gtgatatatt 
tccgctttag 
atgatcttca 
gtgtaaatcg 
aacgtgctag 
acccgtggca 
tattccctct 
cgctactgct 
tttaatggat 
ggcaggaaca 
ctctgtttca 
atctcatctt 
ttctaaccct 
caataatatg 
tggtccatca 
cacggcaccc 
tctaccttca 
cactaattca 
tgctcccgcg 
accgaatcac 
cattaatagt 
taaaacagcg 
tagtgtctcc 
caacaacggc 
taacgccgac 
gagtaattca 
aggtgaaaat 
gactaaaaac 
tccaaaacaa 
gctaaacaat 
tgccatattg 
gatgcagaac 
aaaacaggag 
agattcgtat 



aggtcattca 
gcagtccaaa 
ctcagacaga 
cgttaatccc 
gtagtgcaat 
aaaattcgtt 
attctacaac 
ccctgtatac 
atgacagaag 
aataatcttt 
gcctccacat 
aacaccacca 
tccgatgcca 
tcaatgtcaa 
tcaactaata 
tccaatccgt 
gcgtttgctt 
cctacaagta 
tcaacttccg 
agcactagta 
ctatcacaac 
agagaaatac 
aattcaacca 
tcgaacgcag 
gggaaaaatg 
ccttcaaccg 
agcagtaatg 
aataacagta 
ttgagcgctt 
gaaaaaccaa 
gaaattagtg 
ctaatatttc 
cagcaacagc 
aacaaaaaat 
aataacacaa 
aataacaatc 
ccaccgcatc 
acctctgaca 



tgaagttaat 
tgtgcagatt 
cacaaaatta 
tcttaaattt 
atattgattc 
gggtggtttc 
taaaatcaag 
accttatcgt 
aagatagaaa 
tattgtcgaa 
ctacctctcc 
gcaacgttgt 
cgtcacataa 
cgagtgatat 
ataatagtaa 
catcttcatt 
cagatgttga 
acattgccct 
catctaaagc 
ataacatcgg 
aaaataagcc 
ttttaggtga 
cacacgataa 
atgataatga 
aacgtaatga 
cacctttggg 
ctgacaatca 
atagtgcatc 
ctacctctaa 
caaaggcgga 
attctgagga 
ctgactcctc 
aacaaaatca 
tattaagccg 
tcgcgactat 
tgatgtcggg 
aattgcagca 
acccagacag 



tcagcaccaa 
tttcagataa 
gattttacgt 
agaccttgta 
gttcttctta 
tgcgacgggt 
tagatacagg 
ttcatctcag 
gctcactgta 
taacagtaat 
gctacacagg 
acagcataat 
tcaagatcat 
cccaacagat 
caatgcccta 
acgaaacaag 
actctcgaag 
ttatcaaaca 
gttcagaaag 
ctcgaataca 
aaaaataata 
aaacctgtta 
tggtccagta 
aaataacaac 
tgacaccagc 
cagtacagac 
caataataac 
caataaaacc 
caataatgca 
ttttttcgct 
aacatttgtt 
cagccagcag 
tggaataacc 
actgaaaaat 
aagcacaaat 
acacaatcac 
gcagcaacca 
caatgttatt 



agttggactg 
ttgtcgtcgc 
ttacataaag 
agtcttcctg 
tttctttgtt 
atccccttcg 
aaaatattcc 
gcaagttaaa 
gagacagaaa 
gtagtagcac 
gaaatagttg 
ttgcccacca 
tggcattcag 
ttacatttag 
atcaaccaca 
aagagctctt 
aagaaacctg 
gcgagatcgg 
gcttcggcct 
cctccagctc 
gagaggccca 
gatgatacaa 
gcaaatgatg 
aaaatgaaga 
aaaatatgca 
aatactcagg 
aagaagaaaa 
aatgccgata 
ataaatgacg 
gcaaggctgg 
tatgaatcgg 
cagcagcagc 
tcaaagataa 
tcaagacata 
ccgaacttga 
ctggacgagt 
ccaatggatg 
gccaagtcgc 



60 

120 

180 

240 

3 00 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 
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ctgataagag gtcaagctta gtatccctat 
catcaagcaa cggtaacaca atatcgtgtc 
aaccaaacaa tgatatttca acgaagaaat 
ctgctaatag aaattctaat tatggtgaca 
agatatttga ttcaaaccct aatggagctc 
acgttaatct agaagattac atcgaacagc 
tgaaaaagga tgaattttat aacagcagga 
atggtgataa caatgttatt gaagaggaaa 
cgcaacacac taaccttcag catgagttta 
atattcactc catgttttat tataatcata 
ccgattatgg tgaagatgaa gacgtagatg 
gttactatgg ctcagcatcc aacacgcacg 
gatcaaataa tgattactac gattttatgg 
tgaatgaata taccccctta agaatgaaac 
atagcataat gaatggtagc atccatatga 
tcaataataa cgatattgtt ggttactcac 
ttgtgaaagt aaagaatttt ctttatcttg 
gattcattct gggattttta ttggccacta 
tgatggataa tgtgatttca agttcggacg 
ttaatccagg attcttcagt ataagcgttt 
gttcttacct gaagtgcgat tctaatggtg 
ttttacaaat aacgacaaat ctttcgttag 
gtgggaacat agagacggta ttactaggaa 
tccagggcgg cgcatttaat aggaactacg 
gtcctgggtc tcgtgaagcc aagcacgaaa 
atggtgacga tgaaaacaat actaatgaaa 
atgacaaaga agatgatact aaaaaatgga 
tagtccgtgg aagcatgaag tatgaggtgc 
ttcaaaagga ttccatggtc catcctggta 



ctaaagtttc tccacattta ctttcatcca 2340 
ccaatgttgc cacaaattcg caggaattgg 2400 
ctctttccaa ttctactttg agacattcct 2460 
acaaaaggcc tcttagaaca acagtgtcaa 2520 
ctttacggag atactctggg gtaccggatc 2580 
cgcataatta tccaacaatg caaaatagtg 2640 
acaataagtt tccccatggt ttaaactttt 2700 
ataatggtga ctcgtctaat gtaaatcgac 2760 
ttccagaaga taacgaaagt gatgaaaacg 2 820 
agaacgattt agaaacaaaa ccgctaatat 2 880 
attatgatcg cccaaatgct actttcaaca 2940 
aacttccatt acatggaagg atgccttcaa 3000 
ttggcaacaa tactggcaat aacaaccaat 3 060 
gtggtcaaag acacctatca agaacaaaca 3120 
atggtaacga tgacgttacc cattccaata 3180 
cgcacaactt ttactcaagg aagtccccat 3240 
catttgttat atcatcacta ttgatgacag 3300 
ataaagaact acaagatgta gacgtggtag 3 3 60 
agttgatctt cgacatcaca gtaagtgctt 3420 
cccaagtcga tttggacatt tttgcaaaaa 3480 
actgtacagt aatggaacag gaacggaaaa 3540 
ttgaagagag tgctaataat gatattagtg 3 600 
ccgctaaaaa actagagaca ccattaaagt 3660 
atgtgtcagt ctcgagtgtc aagcttttaa 3 72 0 
acgacgatga tgacgatgat gatggcgacg 3 7 80 
gacaatacaa aagcaaacca aatgctagag 3 84 0 
agctactaat caagcatgat tacgaattga 3 900 
cctttttcaa tacgcaaaaa tctacggcta 3 960 
agaagtga 3 998 



<210> 228 
<211> 1165 
<212> PRT 

<213> Candida albicans 
<400> 228 

Met Thr Glu Glu Asp Arg Lys Leu Thr Val Glu Thr Glu Thr Val Glu 
15 10 15 

Ala Pro Val Ala Asn Asn Leu Leu Leu Ser Asn Asn Ser Asn Val Val 
20 25 30 

Ala Pro Asn Pro Ser lie Pro Ser Ala Ser Thr Ser Thr Ser Pro Leu 
35 40 45 

His Arg Glu lie Val Asp Asp Ser Val Ala Thr Ala Asn Thr Thr Ser 
50 55 60 

Asn Val Val Gin His Asn Leu Pro Thr lie Asp Asn Asn Leu Met Asp 
65 70 75 80 

Ser Asp Ala Thr Ser His Asn Gin Asp His Trp His Ser Asp lie Asn 
85 90 95 



Arg Ala Gly Thr Ser Met Ser Thr Ser Asp lie Pro Thr Asp Leu His 
100 105 110 
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Leu Glu His lie Gly Ser Val Ser Ser Thr Asn Asn Asn Ser Asn Asn 
115 120 125 

Ala Leu lie Asn His Asn Pro Leu Ser Ser His Leu Ser Asn Pro Ser 
130 135 140 

Ser Ser Leu Arg Asn Lys Lys Ser Ser Leu Leu Val Ala Ser Asn Pro 
145 150 155 160 

Ala Phe Ala Ser Asp Val Glu Leu Ser Lys Lys Lys Pro Ala Val lie 
165 170 175 

Ser Asn Asn Met Pro Thr Ser Asn lie Ala Leu Tyr Gin Thr Ala Arg 
180 185 190 

Ser Ala Asn lie His Gly Pro Ser Ser Thr Ser Ala Ser Lys Ala Phe 
195 200 205 

Arg Lys Ala Ser Ala Phe Ser Asn Asn Thr Ala Pro Ser Thr Ser Asn 
210 215 220 

Asn lie Gly Ser Asn Thr Pro Pro Ala Pro Leu Leu Pro Leu Pro Ser 
225 230 235 240 

Leu Ser Gin Gin Asn Lys Pro Lys lie lie Glu Arg Pro Thr Met His 
245 250 255 

Val Thr Asn Ser Arg Glu ^ lie Leu Leu Gly Glu Asn Leu Leu Asp Asp 
260 * 265 270 

Thr Lys Ala Lys Asn Ala Pro Ala Asn Ser Thr Thr His Asp Asn Gly 
275 280 285 

Pro Val Ala Asn Asp Gly Leu Arg lie Pro Asn His Ser Asn Ala Asp 
290 295 300 

Asp Asn Glu Asn Asn Asn Lys Met Lys Lys Asn Lys Asn lie Asn Ser 
305 310 315 320 

Gly Lys Asn Glu Arg Asn Asp Asp Thr Ser Lys lie Cys Thr Thr Ser 
325 330 335 

Thr Lys Thr Ala Pro Ser Thr Ala Pro Leu Gly Ser Thr Asp Asn Thr 
340 345 350 

Gin Ala Leu Thr Ala Ser Val Ser Ser Ser Asn Ala Asp Asn His Asn 
355 360 365 

Asn Asn Lys Lys Lys Thr Ser Ser Asn Asn Asn Gly Asn Asn Ser Asn 
370 375 380 

Ser Ala Ser Asn Lys Thr Asn Ala Asp He Lys Asn Ser Asn Ala Asp 
385 390 395 400 



Leu Ser Ala Ser Thr Ser Asn Asn Asn Ala He Asn Asp Asp Ser His 
405 410 415 



234 



Glu Ser Asn Ser Glu Lys Pro Thr Lys Ala Asp Phe Phe Ala Ala Arg 
420 425 430 

Leu Ala Thr Ala Val Gly Glu Asn Glu lie Ser Asp Ser Glu Glu Thr 
435 440 445 

Phe Val Tyr Glu Ser Ala Ala Asn Ser Thr Lys Asn Leu lie Phe Pro 
450 455 460 

Asp Ser Ser Ser Gin Gin Gin Gin Gin Gin Gin Gin Pro Pro Lys Gin 
465 470 475 480 

Gin Gin Gin Gin Gin Asn His Gly lie Thr Ser Lys lie Ser Ala Pro 
485 490 495 

Leu Leu Asn Asn Asn Lys Lys Leu Leu Ser Arg Leu Lys Asn Ser Arg 
500 505 510 

His He Ser Thr Gly Ala He Leu Asn Asn Thr He Ala Thr He Ser 
515 520 525 

Thr Asn Pro Asn Leu Asn Ser Asn Val Met Gin Asn Asn Asn Asn Leu 
530 535 540 

Met Ser Gly His Asn His Leu Asp Glu Leu Ser Ser He Lys Gin Glu 
545 550 555 560 

Pro Pro His Gin Leu Gin Gin Gin Gin Pro Pro Met Asp Val Gin Ser 
565 570 575 

Val Asp Ser Tyr Thr Ser Asp Asn Pro Asp Ser Asn Val He Ala Lys 
580 585 590 

Ser Pro Asp Lys Arg Ser Ser Leu Val Ser Leu Ser Lys Val Ser Pro 
595 600 605 

His Leu Leu Ser Ser Thr Ser Ser Asn Gly Asn Thr He Ser Cys Pro 
610 615 620 

Asn Val Ala Thr Asn Ser Gin Glu Leu Glu Pro Asn Asn Asp He Ser 
625 630 635 640 

Thr Lys Lys Ser Leu Ser Asn Ser Thr Leu Arg His Ser Ser Ala Asn 
645 650 655 

Arg Asn Ser Asn Tyr Gly Asp Asn Lys Arg Pro Leu Arg Thr Thr Val 
660 665 670 

Ser Lys He Phe Asp Ser Asn Pro Asn Gly Ala Pro Leu Arg Arg Tyr 
675 680 685 

Ser Gly Val Pro Asp His Val Asn Leu Glu Asp Tyr He Glu Gin Pro 
690 695 700 

His Asn Tyr Pro Thr Met Gin Asn Ser Val Lys Lys Asp Glu Phe Tyr 
705 710 715 720 
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Asn Ser Arg Asn Asn Lys Phe Pro His Gly Leu Asn Phe Tyr Gly Asp 
725 730 735 

Asn Asn Val lie Glu Glu Glu Asn Asn Gly Asp Ser Ser Asn Val Asn 
740 745 750 

Arg Pro Gin His Thr Asn Leu Gin His Glu Phe lie Pro Glu Asp Asn 
755 760 765 

Glu Ser Asp Glu Asn Asp lie His Ser Met Phe Tyr Tyr Asn His Lys 
770 775 780 

Asn Asp Leu Glu Thr Lys Pro Leu lie Ser Asp Tyr Gly Glu Asp Glu 
785 790 795 800 

Asp Val Asp Asp Tyr Asp Arg Pro Asn Ala Thr Phe Asn Ser Tyr Tyr 
805 810 815 

Gly Ser Ala Ser Asn Thr His Glu Leu Pro Leu His Gly Arg Met Pro 
820 825 830 

Ser Arg Ser Asn Asn Asp Tyr Tyr Asp Phe Met Val Gly Asn Asn Thr 
835 840 845 

Gly Asn Asn Asn Gin Leu Asn Glu Tyr Thr Pro Leu Arg Met Lys Arg 
850 855 860 

Gly Gin Arg His Leu Ser Arg Thr Asn Asn Ser lie Met Asn Gly Ser 
865 870 875 880 

lie His Met Asn Gly Asn Asp Asp Val thr His Ser Asn lie Asn Asn 
885 890 895 

Asn Asp lie Val Gly Tyr Ser Pro His Asn Phe Tyr Ser Arg Lys Ser 
900 905 910 

Pro Phe Val Lys Val Lys Asn Phe Leu Tyr Leu Ala Phe Val He Ser 
915 920 925 

Ser Leu Leu Met Thr Gly Phe He Leu Gly Phe Leu Leu Ala Thr Asn 
930 935 940 

Lys Glu Leu Gin Asp Val Asp Val Val Val Met Asp Asn Val lie Ser 
945 950 955 960 

Ser Ser Asp Glu Leu He Phe Asp He Thr Val Ser Ala Phe Asn Pro 

965 970 975 

Gly Phe Phe Ser He Ser Val Ser Gin Val Asp Leu Asp He Phe Ala 
980 985 990 

Lys Ser Ser Tyr Leu Lys Cys Asp Ser Asn Gly Asp Cys Thr Val Met 
995 1000 1005 



Glu Gin Glu Arg Lys He Leu Gin He Thr Thr Asn Leu Ser Leu Val 
1010 1015 1020 
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Glu Glu Ser Ala Asn Asn Asp He Ser Gly Gly Asn He Glu Thr Val 
1025 1030 1035 1040 

Leu Leu Gly Thr Ala Lys Lys Leu Glu Thr Pro Leu Lys Phe Gin Gly 
1045 1050 1055 

Gly Ala Phe Asn Arg Asn Tyr Asp Val Ser Val Ser Ser Val Lys Leu 
1060 1065 1070 

Leu Ser Pro Gly Ser Arg Glu Ala Lys His Glu Asn Asp Asp Asp Asp 
1075 1080 1085 

Asp Asp Asp Gly Asp Asp Gly Asp Asp Glu Asn Asn Thr Asn Glu Arg 
1090 1095 1100 

Gin Tyr Lys Ser Lys Pro Asn Ala Arg Asp Asp Lys Glu Asp Asp Thr 
1105 1110 1115 1120 

Lys Lys Trp Lys Leu Leu He Lys His Asp Tyr Glu Leu He Val Arg 
1125 1130 1135 

Gly Ser Met Lys Tyr Glu Val Pro Phe Phe Asn Thr Gin Lys Ser Thr 
1140 1145 1150 

Ala He Gin Lys Asp Ser Met Val His Pro Gly Lys Lys 
1155 1160 1165 



<210> 229 
<211> 1076 
<212> DNA 

<213> Candida albicans 
<400> 229 

gacgactatt gatgccaggc aaattttgga 
tgtgatatcg tagcggtagg aaccaatttt 
tattttcatg tttagcattg ccatttcttc 
taggagagac gtatacaagc atcaatgtta 
gtaaactcat gtggtgcact ggtgttgttt 
ttttttcttc tagtgaattt ttttttaaag 
acggacggca aacatgaaaa aaaaaattac 
ctattctctt tttgaaatag ttcattttct 
gcctccaata gtcactaaag atgaagtaca 
aaggtgttac tgtcagcatt aagtccagaa 
tgaccaagaa cttgaagcat attgatgtta 
aggttgctgt tcacaacggt gacagaaagc 
tggttgacaa catgatcact ggtgtcacca 
acgcgcattt cccaatcaac gtcaacattg 
tcagaaactt tttgggtgac aagaagatca 
tcgaattctc tactaacgta aaggacgaaa 
tttcccaaaa tgccgctgac ttgcaacaaa 
agtttttgga tggtatctac gtttcccaca 



tttactgctc ctcttttaag aagacaagtg 60 
gcaatcgatt tacttacagc caagaaaatc 12 0 
tgtgtcacac gttgtgcttg ccaggaacta 180 
cgaatgtacg atcccgtttg catctgatgt 240 
ccaagactgc actattaact gggaattttt 3 00 
cgacgcacag gaaaagtgaa aattatttaa 360 
caaccatatt tctatttcct ttccctttac 420 
ctctctgaaa cgacaataaa ccaaactcta 480 
ttcaaaccga acaacaaatt gaaatcccag 54 0 
tcgtcaaggt tgtcggtcca agaggtactt 60 0 
ccttcaccaa ggtcaacaac caattgatca 660 
acgttgccgc tttgagaacc gttaaatctt 720 
agggttacaa gtacaagatg agatacgtct 780 
ttgaaaagga tggtgctaaa ttcattgaag 84 0 
gaaacgtccc agttagagat ggtgttacta 900 
tcgtcttatc tggtaactct gttgaagacg 960 
tctgtcgtgt tagaaacaag gatatccgta 1020 
agggtttcat tgtcgaagac atgtaa 1076 



■<210> 230 
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<211> 191 
<212> PRT 

<213> Candida albicans 
<400> 230 

Met Lys Tyr lie Gin Thr Glu Gin Gin lie Glu lie Pro Glu Gly Val 
15 10 15 

Thr Val Ser lie Lys Ser Arg lie Val Lys Val Val Gly Pro Arg Gly 
20 25 30 

Thr Leu Thr Lys Asn Leu Lys His lie Asp Val Thr Phe Thr Lys Val 
35 40 45 

Asn Asn Gin Leu He Lys Val Ala Val His Asn Gly Asp Arg Lys His 
50 ' 55 60 

Val Ala Ala Leu Arg Thr Val Lys Ser Leu Val Asp Asn Met lie Thr 
65 70 75 80 

Gly Val Thr Lys Gly Tyr Lys Tyr Lys Met Arg Tyr Val Tyr Ala His 
85 90 95 

Phe Pro He Asn Val Asn He Val Glu Lys Asp Gly Ala Lys Phe He 
100 105 110 

Glu Val Arg Asn Phe Leu Gly Asp Lys Lys He Arg Asn Val Pro Val 
115 120 125 

Arg Asp Gly Val Thr He Glu Phe Ser Thr Asn Val Lys Asp Glu He 
130 135 140 

Val Leu Ser Gly Asn Ser Val Glu Asp Val Ser Gin Asn Ala Ala Asp 
145 150 155 160 

Leu Gin Gin He Cys Arg Val Arg Asn Lys Asp He Arg Lys Phe Leu 
165 170 175 

Asp Gly He Tyr Val Ser His Lys Gly Phe He Val Glu Asp Met 
180 185 190 



<210> 231 
<211> 1373 
<212> DNA 

<213> Candida albicans 
<400> 231 

tcgatggata tcccatccaa gaacaggaat 
tctgaggaag aaaagatggt acgtacaata 
agtaatggaa atggtaatga tgacacctct 
acgagtaatg gagggcgaat atgattacta 
ttctttcaaa aaaagataat gtcatatatt 
taatgacaca ctattcactt cgggtaacgg 
tatcccggaa atgcgatgag atgaaaatgc 
gttggacttg aaagggcata tatactcggt 



actgggtttt tgaagaccag aatggagatc 6 0 
tcacggcttg acaatacgag tattgcaaac 12 0 
aatcagagaa cggaagcact ggggcgtaag 180 
agttaaataa atcagataca gtatttaaag 240 

ttactatcta cgcagtgaaa gagttccttc 300 
atattgtgta ctgaaaaata taaaaaattt 360 
atgaagtagc gtatatattg attgcatgag 42 0 
tttatcattg attcaagtgt tcccataaat 480 
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aataaaacag 
acagaaaagc 
aagcgctagc 
aggatttcag 
atgatgaata 
gtgacccaag 
ctgtcaggct 
ccggtactac 
tatcacattt 
atgatattat 
ttactaccgc 
ccaaaaaaga 
gacagcatgt 
ttgagatgag 
agtggcagtt 



ttaaatcgaa 
gcaagaatta 
tcaggggaag 
atatgaccaa 
tgctgccaca 
cactcgtctc 
gaacagaggt 
agatttggtg 
tccacatgga 
aaatgctggt 
tttagggaaa 
ttccgaaaga 
atatgtgaga 
gttgtttgaa 
gagaagattc 



atgctaagaa 
caagattctc 
ccattgccaa 
agtttaaagg 
agtggtataa 
tcgcaatttg 
aattatgtga 
gtattacatg 
cccactgcac 
aaccaaagcg 
agagtagtct 
gtaatcactt 
acaagagagg 
ctgaggttgg 
ataaggactg 



gacaagcccg 
aactgcaaca 
aggaactagc 
agagcgaaga 
tggatccaag 
ccaaagaaat 
tgccaaatct 
aacatagagg 
agtttagttt 
aagtgaatcc 
gtattttaaa 
ttgcgaatag 
gagtagagat 
gaactttaga 
ccaataaaaa 



tgaaaggaga 
aaaacgtcaa 
agaagatgag 
agcagatgat 
aatcatcgtc 
taaactgcta 
agtggatgct 
tgttccaact 
acacaatgtt 
acatctaata 
gcacttgttc 
gggtgatttc 
tgccgaagtt 
aaataaggac 
agactatttg 



gaatatctat 
ataattaaac 
agtttacaaa 
ctacaggttg 
acaacatctc 
tttccaaatg 
tgtaaaaaat 
tctttgacca 
gttatgagac 
tttgataact 
aatgcggggc 
attagcgtta 
ggtcctagat 
gctgatgttg 
tga 



540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1373 



<210> 232 
<211> 290 
<212> PRT 

<213> Candida albicans 
<400> 232 

Met Leu Arg Arg Gin Ala Arg Glu Arg Arg Glu Tyr Leu Tyr Arg Lys 
15 10 15 

Ala Gin Glu Leu Gin Asp Ser Gin Leu Gin Gin Lys Arg Gin He He 
20 25 30 

Lys Gin Ala Leu Ala Gin Gly Lys Pro Leu Pro Lys Glu Leu Ala Glu 
35 40 45 

Asp Glu Ser Leu Gin Lys Asp Phe Arg Tyr Asp Gin Ser Leu Lys Glu 
50 55 60 

Ser Glu Glu Ala Asp Asp Leu Gin Val Asp Asp Glu Tyr Ala Ala Thr 
65 70 75 80 

Ser Gly He Met Asp Pro Arg He He Val Thr Thr Ser Arg Asp Pro 
85 90 95 

Ser Thr Arg Leu Ser Gin Phe Ala Lys Glu He Lys Leu Leu Phe Pro 
100 105 110 

Asn Ala Val Arg Leu Asn Arg Gly Asn Tyr Val Met Pro Asn Leu Val 
115 120 125 

Asp Ala Cys Lys Lys Ser Gly Thr Thr Asp Leu Val Val Leu His Glu 
130 135 140 

His Arg Gly Val Pro Thr Ser Leu Thr He Ser His Phe Pro His Gly 
145 150 155 160 

Pro Thr Ala Gin Phe Ser Leu His Asn Val Val Met Arg His Asp He 
165 170 175 



He Asn Ala Gly Asn Gin Ser Glu Val Asn Pro His Leu He Phe Asp 
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180 

Asn Phe Thr Thr 
195 

Leu Phe Asn Ala 
210 

Ala Asn Arg Gly 
225 

Thr Arg Glu Gly 



Arg Leu Phe Glu 
260 

Val Glu Trp Gin 

275 



Ala Leu Gly Lys 
200 

Gly Pro Lys Lys 
215 

Asp Phe lie Ser 
230 

Val Glu He Ala 
245 

Leu Arg Leu Gly 



Leu Arg Arg Phe 
280 



185 

Arg Val Val Cys 



Asp Ser Glu Arg 
220 

Val Arg Gin His 
235 

Glu Val Gly Pro 
250 

Thr Leu Glu Asn 
265 

He Arg Thr Ala 



190 

He Leu Lys His 
205 

Val He Thr Phe 



Val Tyr Val Arg 
240 

Arg Phe Glu Met 
255 

Lys Asp Ala Asp 
270 

Asn Lys Lys Asp 
285 



Tyr Leu 
290 



<210> 233 
<211> 1418 
<212> DNA 

<213> Candida albicans 



<400> 233 

aaacacctac ttatagacac gaccaaactt 
atcaagttga atgcgtgaaa gtagcaattc 
tagtagttac gaaaggcaca gaaaataaca 
ctccatccgt acctctttaa atccgtacat 
aaaagcgagc gccctggtaa aatgtggttc 
caaatgcaat tcagtcacgt tccacacagt 
tgggctcact aggcgttcat aatacgcgga 
ttaaaatatg tgttatttga ctttgtatat 
actagacaca taactgacca atgtcctctg 
gtgagttgga attacaagtc gccaagacct 
taaaggctga cttgagacca ttgcaaatca 
ataatttgga agcagcaaca ttgtgatttc 
caaaaaagag tgattttgag cagtatctgt 
taattccgag agctgtcaat accatgaacg 
ccttggtcag taccaatatc gatgaataaa 
aggagaagaa tcacaaaccc ttttttgtta 
ttcaacgctg cttgattctt attgtttaga 
tcctttttgt cccagttcca gctttgtctg 
gtgaattgga aaagaaattc cctgaccgtc 
tgccaaaacc atctagaaca tctagacaag 
ctgctgttca cgacaaggtt ttggaagaca 
gagttagata tttggttggt ggtaacaaga 
ttcaacaaat cgactacaag ttggaatctt 
aacaaattgt ttttgaaatt ccaagccaga 



tccacaacct ttcatcagag agaaatgttg 60 
gaaacaacaa ctacctgtca ttctgcatag 120 
aaaaaaaaaa aaaagtcaat tttctacggt 180 
tattgttttg cttaatttca atatttcgga 240 
aagcctgcga gcctttgctt ggtaactcac 3 00 
ttgggtttcc agcctggctt tagggaagaa 3 60 
gggggaaata ccaaatgcta ttgattatgg 420 
acaaacagaa gagaaaccaa cacactaaag 4 80 
tccaatccaa gatcttatcc caagctccaa 540 
tcatcgatct agaaagctcc tctccagaac 600 
aatctatcag agaagtatgt taaaagttat 660 
ttctaaaggg gttctttgca gtaatttttt 720 
atgaaatttt catgtgttcg agaaaaatag 7 80 
ttgcgatgag cctttgaact ataaaggcct 840 
atagaagcac gcgaaaaaga ccttacccca 900 
tgaatgaacc aattcagtta ctaactttat 960 
ttgatgtcac cggtggtaag aaagcactag 1020 
cataccataa ggtccaaacc aaattgaccc 1080 
atgttatttt cttggctgaa agaagaatct 1140 
tccaaaagag accaagatcc agaactttga 1200 
tggttttccc aactgaaatt gtcggtaaaa 1260 
tccaaaaggt tttgttagac tccaaggatg 1320 
tccaagctgt ctacaacaag ttgactggca 13 8 0 
ccaactaa 1418 
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<210> 234 
<211> 190 
<212> PRT 

<213> Candida albicans 
<400> 234 

Met Ser Ser Val Gin Ser Lys lie Leu Ser Gin Ala Pro Ser Glu Leu 
15 10 15 

Glu Leu Gin Val Ala Lys Thr Phe lie Asp Leu Glu Ser Ser Ser Pro 
20 25 30 

Glu Leu Lys Ala Asp Leu Arg Pro Leu Gin lie Lys Ser He Arg Glu 
35 40 45 

He Asp Val Thr Gly Gly Lys Lys Ala Leu Val Leu Phe Val Pro Val 
50 55 60 

Pro Ala Leu Ser Ala Tyr His Lys Val Gin Thr Lys Leu Thr Arg Glu 
65 70 75 80 

Leu Glu Lys Lys Phe Pro Asp Arg His Val He Phe Leu Ala Glu Arg 
85 90 95 

Arg lie Leu Pro Lys Pro Ser Arg Thr Ser Arg Gin Val Gin Lys Arg 
100 105 110 

Pro Arg Ser Arg Thr Leu Thr Ala Val His Asp Lys Val Leu Glu Asp 

115 120 125 

Met Val Phe Pro Thr Glu He Val Gly Lys Arg Val Arg Tyr Leu Val 
130 135 140 

Gly Gly Asn Lys He Gin Lys Val Leu Leu Asp Ser Lys Asp Val Gin 
145 150 155 160 

Gin He Asp Tyr Lys Leu Glu Ser Phe Gin Ala Val Tyr Asn Lys Leu 
165 170 175 

Thr Gly Lys Gin He Val Phe Glu He Pro Ser Gin Thr Asn 
180 185 190 



<210> 235 
<211> 1333 
<212> DNA 

<213> Candida albicans 
<400> 235 

ttcatcacca atatagacta atgcgttttg 
tatgtagctg tcatatcggc atataataac 
gagatcttac atccttacat ctaaagtaaa 
tttttattta tctatttttt ctcttgcgga 
ggactgatcc tgccagggaa gggagctttg 
ggttacagca gctggcccgc agagtgattg 
tgcccgggaa aggcggttca atctaccttc 



gaacgccaaa ccgcagtgac aaatagcaaa 60 
agttttctac caaatgctgt cctacattca 12 0 
acctagacat ttacttcgag ttatactttt 180 
catttaacac ctgaattccg cctaacgcca 240 
tctagtgcca ataggccgga ccagtaggaa 3 00 
ggtcacagga aatagcgcaa ccttctcttt 360 
gaagggctag tacatgagcg cgaaggaggc 42 0 
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agataatagc accattaagt ggtccaaatg catcttgaaa tctaatcctt aatagaggaa 4 80 
aacaacaatt atcagtaaaa atgggtatgt tataaccata attcctaatg gtgaataaaa 540 
tcaggaccaa taaagaaaag ctaatttgat ttttattgtc aatgaaattt cataatcgtc 600 
atgaatgcat aaacagacac acctagcaac tgtataatct gcgcctaaaa agggcgtata 660 
cacaaaacta aacgatgcgc aataaaagtt cagcagtcag caatgaaacc gagatatgca 720 
gcaacagagt atcatatgca tggaggatcc tttctgtttt tctgataata tgctctgaaa 780 
aagctccaaa cagcacagta gcctatttgt gaagctcaaa aaaggcttct atttccctcg 84 0 
ctatcttcag attgtgcagt gatattcttt gaggaaggaa acgtagaggg gataagttgg 900 
ataactgtta tttcttttca atatgctaga ttttgcttac caccttactg attttttcta 960 
ataataaact tttttactaa cattagtacg atgtctcatc tatttcttct atttagttaa 1020 
cgttccaaag accagaaaga cctactgtaa gggtaagacc tgtcgtaagc acactcaaca 1080 
caaggttact caatacaaag ctggtaaggc ttccttgttt gcccaaggta agagacgtta 1140 
tgaccgtaaa caatctggtt tcggtggtca aaccaagcct gttttccaca agaaagctaa 1200 
gactaccaag aaggttgttt tgagattgga atgtgtcaaa tgtaagacca gagcccaatt 1260 
gaccttgaag agatgcaagc acttcgaatt gggtggtgaa aagaagcaaa agggtcaagc 1320 
tttgcaattc tga 1333 



<210> 236 
<211> 116 
<212> PRT 

<213> Candida albicans 



<400> 236 
Met Val Arg Cys 
1 

Thr Arg Lys Thr 
20 

His Lys Val Thr 
35 

Gly Lys Arg Arg 
50 

Lys Pro Val Phe 
65 

Arg Leu Glu Cys 



Arg Cys Lys His 
100 

Ala Leu Gin Phe 
115 



Leu lie Tyr Phe 
5 

Tyr Cys Lys Gly 



Gin Tyr Lys Ala 
40 

Tyr Asp Arg Lys 
55 

His Lys Lys Ala 
70 

Val Lys Cys Lys 
85 

Phe Glu Leu Gly 



Phe Tyr Leu Val 
10 

Lys Thr Cys Arg 
25 

Gly Lys Ala Ser 



Gin Ser Gly Phe 
60 

Lys Thr Thr Lys 

75 

Thr Arg Ala Gin 
90 

Gly Glu Lys Lys 
105 



Asn Val Pro Lys 
15 

Lys His Thr Gin 
30 

Leu Phe Ala Gin 
45 

Gly Gly Gin Thr 



Lys Val Val Leu 
80 

Leu Thr Leu Lys 
95 

Gin Lys Gly Gin 
110 



<210> 237 
<211> 1223 
<212> DNA 

<213> Candida albicans 



<400> 237 

ggtccacgtc agttccacac aataacattt acgtagtgtt cacgcgaagc agttacatct 60 
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caactaacat 
gttagtattt 
catgttcctt 
aacatccata 
aacattttct 
tttccaaatc 
tctagtttgt 
acagcaaaca 
acggtgtctt 
actccggtgt 
gaactcaaga 
aaaagagatt 
gtggtttgtc 
ctatcagaag 
gtgaagttgt 
acggtttctt 
acgtcttgat 
agagcagaac 
aagaaccaat 
aagctgaacc 



aattgctggt 
ttggccgccg 
tggaataatc 
cctttcctgt 
tttcttgaga 
aatgcagctc 
agatattgtt 
aactacaaaa 
ctacgctgaa 
tgaagtccgt 
tgttttgggt 
caagtacgct 
cgctgtcgct 
agctgcttac 
tgtttccggt 
gattcactct 
gagacaaggt 
tggtccaaag 
tcttgctcca 
agttgaagct 



gagcctacaa 
gtaaattctc 
taattcctca 
ataatattct 
tgaggcgccg 
tttgaaatac 
agattagttt 
atggtcgctt 
ttgaacgaat 
gtcactccaa 
gaaaacggta 
ccaggtacta 
caagctgaat 
ggtgtcgtca 
aaactaagag 
ggtcaaccag 
gttttgggta 
gctttgccag 
tctgtcaagg 
tag 



cactgcatgc 
ttgttttttt 
tgattaaatg 
tgctgtaaag 
cgagcctttc 
aacagcattt 
ttgaacattg 
taatctctaa 
tcttcaccag 
ccaagaccga 
gaagaatcaa 
ttgtcttata 
ctatgaaatt 
gatacgttat 
ctgccagagc 
tcaacgactt 
tcaaggttaa 
atgctgtcac 
actacagacc 



gtaaacgtca 
ttcttgattt 
agactgtttt 
tttgtttttt 
tcccatgggc 
ttcatacatt 
ttttgataac 
gaaaagaaag 
agaattagct 
agttatcatc 
cgaattaact 
tgctgaaaga 
caaattgttg 
ggaatctggt 
taaggctatg 
cattgacact 
gattatgaga 
catcattgaa 
agctgaagaa 



acgggattac 
cacttctttt 
ttgtttccgt 
ttatgaaaaa 
agtggtaaat 
ttaagcaatt 
tgaaaataaa 
ctagtcgctg 
gaagaaggtt 
agagctacca 
ttgttggttc 
gttcaagacc 
aacggtttgg 
gctaagggtt 
aaatttgctg 
gctactagac 
gacccagcta 
ccaaaagaag 
actgaagctc 



120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1223 



<210> 238 
<211> 240 
<212> PRT 

<213> Candida albicans 

<400> 238 

Met Val Ala Leu lie Ser Lys Lys Arg Lys Leu Val Ala Asp Gly Val 
1 5 10 15 

Phe Tyr Ala Glu Leu Asn Glu Phe Phe Thr Arg Glu Leu Ala Glu Glu 
20 25 30 

Gly Tyr Ser Gly Val Glu Val Arg Val Thr Pro Thr Lys Thr Glu Val 
35 40 45 

lie lie Arg Ala Thr Arg Thr Gin Asp Val Leu Gly Glu Asn Gly Arg 
50 55 60 

Arg lie Asn Glu Leu Thr Leu Leu Val Gin Lys Arg Phe Lys Tyr Ala 
65 70 75 80 

Pro Gly Thr lie Val Leu Tyr Ala Glu Arg Val Gin Asp Arg Gly Leu 
85 90 95 

Ser Ala Val Ala Gin Ala Glu Ser Met Lys Phe Lys Leu Leu Asn Gly 
100 105 110 

Leu Ala lie Arg Arg Ala Ala Tyr Gly Val Val Arg Tyr Val Met Glu 
115 120 125 

Ser Gly Ala Lys Gly Cys Glu Val Val Val Ser Gly Lys Leu Arg Ala 
130 135 140 



Ala Arg Ala Lys Ala Met Lys Phe Ala Asp Gly Phe Leu lie His Ser 
145 150 155 160 
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Gly Gin Pro Val Asn Asp Phe lie Asp Thr Ala Thr Arg His Val Leu 

165 170 175 

Met Arg Gin Gly Val Leu Gly lie Lys Val Lys lie Met Arg Asp Pro 
180 185 190 

Ala Lys Ser Arg Thr Gly Pro Lys Ala Leu Pro Asp Ala Val Thr lie 
195 200 205 

lie Glu Pro Lys Glu Glu Glu Pro lie Leu Ala Pro Ser Val Lys Asp 
210 215 220 

Tyr Arg Pro Ala Glu Glu Thr Glu Ala Gin Ala Glu Pro Val Glu Ala 
225 230 235 240 



<210> 239 
<211> 2168 
<212> DNA 

<213> Candida albicans 



<400> 239 

ctttgataaa 

agcatgtacg 

atcgtggagc 

gaagttgaaa 

atgtgtctgt 

agcgccattc 

ttttacatcc 

aggacggctc 

atctttcaag 

caatagcttc 

gaaatagctg 

taatcaatgt 

cattacctga 

gaattcaagg 

ccaccgaatc 

agcctatggc 

ttattacttc 

cgtccaatga 

atttccaagt 

cagtatctca 

agcagaaggc 

ttacaactcc 

ttggtactgc 

tcgttaatct 

tagtgcaacg 

tgggccaact 

tggatggtac 

actcaaaaca 

aagtgaccaa 

gagaatccaa 



ttaatacggt 
ctatacattt 
ataactacaa 
taggacttga 
aattgaagtg 
tacatcatat 
cactaaatga 
tgacaagggc 
ggacgataaa 
tgtacactca 
tgttcaagta 
ctacaatctg 
aatcctaaaa 
tgtcaatcat 
gggtaaattg 
tcattaccaa 
tggtaacgat 
tgatcctaag 
ttcttctagt 
agatgctacc 
aaacgaaaat 
ttattctatc 
ggaaggttgt 
gctacagtcc 
taactcacta 
tgtctgtgag 
attattattg 
aatcattaga 
tctcttaacc 
aggcaaacaa 



aagataccgt 
acgtgctgag 
caaagaatac 
tcttggggga 
ttagcgcgcg 
ggcaaatgtt 
aaattttaaa 
atatgcgtta 
atggatgagc 
tttgaacaga 
ggaaataaat 
tcaggttctt 
tgtctggaag 
aatttaccag 
tacatatggg 
agtatcacca 
tcgagagtta 
cctttatgta 
caaggaaaat 
attagatgct 
gacgttagta 
aaatccattg 
ttttcattga 
gccggagtaa 
actggcggcg 
aatgtcctaa 
atcggtgata 
actatccaaa 
aacccttaca 
cctagtaata 



gtgaactatt 
ctcctaggaa 
acagcgtcac 
gaggggattt 
attcacctgt 
gaaaaactgt 
tcgatgccca 
agattgattg 
aagttatttt 
taaatttgag 
acctttttat 
tcaaaagaga 
tagttgaaaa 
acttcaatct 
agttaaattc 
agattaagtc 
ttatatggca 
tccttcacga 
ttttatcatg 
atgatttgag 
ttggtaagac 
tactggatcc 
atttatttta 
acacagttca 
aaaatgaaga 
attcaaatgt 
cggaggggaa 
ctttaactac 
gactcgaacg 
ataatggtca 



ataataactg 
agctcatgag 
atagagggtt 
gaaagcaccc 
aataagagtg 
acgcgcgaac 
ttccaaatat 
ttcaatattc 
tacaacaaat 
gcaatgctcc 
tgctcaagca 
atctgttgaa 
tgatggtgtg 
tccgtacctt 
agggatttta 
cattttaaac 
aactgttgac 
tcatactcta 
tactgatacg 
tttaataggc 
cccagtattg 
tgctgacaga 
taaactaaag 
aaaaggtagg 
tttggatgca 
gtcatgccta 
agtttctatt 
atcacaggat 
tggaaattta 
caattttatg 



ccacgcttat 
cagccactgt 
tttgagagga 
attcaggagt 
atgatttgat 
taaaattttt 
gcttattcga 
ataaaacagg 
acctcaggaa 
actcaatcaa 
caaaaagcat 
cagcgcttac 
cagtatgata 
ttacttggct 
ttgaacgtga 
ggcaagtata 
ttggtatcag 
cccgtgacag 
aaactcttca 
agcaaaaaga 
cttgcgacat 
gcatgctata 
ggtaatgcta 
gttttttccc 
ctatatgcaa 
gaaatatcaa 
gcggaaattt 
tcagttggag 
ctttttgaag 
aagataccaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 
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acttacaaag agttatcttt gatggtaaaa acaaaggcca tttacacgat atttggtatc 1860 
agataggaga accagaagca gagacagatc ctaacctcgc attaccactt aacgacttta 192 0 
atgcctattt ggagcaggtc aaaacgcaag aatcgatatt ttcacatatc ggtaaggtgt 1980 
caagcaatgt aaaagtgatt gacaataaaa tcgacgccac ttcatcttta gacagcaatg 2040 
ccgctaaaga tgaggaaatt acagaactta agaccaacat agaagcatta actcatgcct 2100 
acaaggagtt acgtgacatg cacgaaaagc tgtacgagga acaccaacag atgcttgaca 2160 
agcaataa 216 8 



<210> 240 

<211> 555 
<212> PRT 

<213> Candida albicans 
<400> 240 

Met Asp Glu Gin Val lie Phe Thr Thr Asn Thr Ser Gly Thr He Ala 
15 10 15 

Ser Val His Ser Phe Glu Gin He Asn Leu Arg Gin Cys Ser Thr Gin 
20 25 30 

Ser Arg Asn Ser Cys Val Gin Val Gly Asn Lys Tyr Leu Phe He Ala 
35 40 45 

Gin Ala Gin Lys Ala Leu He Asn Val Tyr Asn Leu Ser Gly Ser Phe 
50 55 60 

Lys Arg Glu Ser Val Glu Gin Arg Leu Pro Leu Pro Glu He Leu Lys 
65 70 75 80 

Cys Leu Glu Val Val Glu Asn Asp Gly Val Gin Tyr Asp Arg He Gin 
85 90 95 

Gly Val Asn His Asn Leu Pro Asp Phe Asn Leu Pro Tyr Leu Leu Leu 
100 105 110 

Gly Ser Thr Glu Ser Gly Lys Leu Tyr He Trp Glu Leu Asn Ser Gly 
115 120 125 

He Leu Leu Asn Val Lys Pro Met Ala His Tyr Gin Ser He Thr Lys 
130 135 140 

He Lys Ser He Leu Asn Gly Lys Tyr He He Thr Ser Gly Asn Asp 
145 150 155 160 

Ser Arg Val He He Trp Gin Thr Val Asp Leu Val Ser Ala Ser Asn 
165 170 175 

Asp Asp Pro Lys Pro Leu Cys He Leu His Asp His Thr Leu Pro Val 
180 185 190 

Thr Asp Phe Gin Val Ser Ser Ser Gin Gly Lys Phe Leu Ser Cys Thr 
195 200 205 



Asp Thr Lys 
210 



Leu Phe Thr Val 
215 



Ser Gin Asp Ala Thr He Arg Cys Tyr 
220 



245 



Asp Leu Ser Leu lie Gly Ser Lys Lys Lys Gin Lys Ala Asn Glu Asn 
225 230 235 240 

Asp Val Ser lie Gly Lys Thr Pro Val Leu Leu Ala Thr Phe Thr Thr 
245 250 255 

Pro Tyr Ser lie Lys Ser lie Val Leu Asp Pro Ala Asp Arg Ala Cys 
260 265 270 

Tyr lie Gly Thr Ala Glu Gly Cys Phe Ser Leu Asn Leu Phe Tyr Lys 
275 280 285 

Leu Lys Gly Asn Ala lie Val Asn Leu Leu Gin Ser Ala Gly Val Asn 
290 295 300 

Thr Val Gin Lys Gly Arg Val Phe Ser Leu Val Gin Arg Asn Ser Leu 
305 310 315 320 

Thr Gly Gly Glu Asn Glu Asp Leu Asp Ala Leu Tyr Ala Met Gly Gin 
325 330 335 

Leu Val Cys Glu Asn Val Leu Asn Ser Asn Val Ser Cys Leu Glu lie 
340 345' 350 

Ser Met Asp Gly Thr Leu Leu Leu lie Gly Asp Thr Glu Gly Lys Val 
355 360 365 

Ser lie Ala Glu He Tyr Ser Lys Gin He He Arg Thr He Gin Thr 
370 375 380 

Leu Thr Thr Ser Gin Asp Ser Val Gly Glu Val Thr Asn Leu Leu Thr 
385 390 395 400 

Asn Pro Tyr Arg Leu Glu Arg Gly Asn Leu Leu Phe Glu Gly Glu Ser 
405 410 415 

Lys Gly Lys Gin Pro Ser Asn Asn Asn Gly His Asn Phe Met Lys He 
420 425 430 

Pro Asn Leu Gin Arg Val He Phe Asp Gly Lys Asn Lys Gly His Leu 
435 440 445 

His Asp He Trp Tyr Gin He Gly Glu Pro Glu Ala Glu Thr Asp Pro 
450 455 460 

Asn Leu Ala Leu Pro Leu Asn Asp Phe Asn Ala Tyr Leu Glu Gin Val 
465 470 475 480 

Lys Thr Gin Glu Ser He Phe Ser His He Gly Lys Val Ser Ser Asn 
485 490 495 

Val Lys Val He Asp Asn Lys He Asp Ala Thr Ser Ser Leu Asp Ser 
500 505 510 



Asn Ala Ala Lys Asp Glu Glu He Thr Glu Leu Lys Thr Asn He Glu 
515 520 525 
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Ala Leu Thr His Ala Tyr Lys Glu Leu Arg Asp Met His Glu Lys Leu 

530 535 540 

Tyr Glu Glu His Gin Gin Met Leu Asp Lys Gin 
545 550 555 



<210> 241 
<211> 1115 
<212> DNA 

<213> Candida albicans 
<400> 241 

aatgcgctcc cgtacgtcag tggctgttgc tgaaacgaga caatttctca attcgtttgt 60 
ttgtgtactg tatttgttat ctttactata tatatgttgt taagtttctt ttaccaatta 120 
gtgctcactt ctctcgtctt ttattaggtg tgtgtgttgt gcgtaatttt cgtttcgctg 180 
attactttat atagtgtagt ttgttcttga atgtaataaa gacttctgtt ttattttgtt 240 
ttgttattta gaaacagtct atctggttta acttaaacga gtgagcttaa gataatctga 3 00 
ctacaagaaa accaagcttc tattactttg tttctttctc ttttttcttt tttgaataaa 360 
gaattttcct ttaaggagta acttaagcat ttagctgcac attaaacact ttttttttta 420 
cttctaactc acacactttt ggaagaacat ttattttttc gaccttcttt cccaaatacc 480 
cagcgcttta taattgaaat atgaagttct cttctgttac tgctattact ctagccaccg 540 
ttgccaccgt tgccactgct aagaagggtg aacatgattt cactaccact ttaactttgt 600 
catcggacgg tagtttaact actaccacct ctactcatac cactcacaag tatggtaagt 660 
tcaacaagac ttccaagtcc aagaccccaa accacactgg tactcacaag tacggtaagt 72 0 
tcaacaagac ctccaagtct aagaccccaa accataccgg tactcacaag tatggtaagt 7 80 
tcaacaagac ttccaagtcc aagactccaa accataccgg tactcacaag tacggtaagt 84 0 
tcaacaagac ctccaaatcc aagactccaa accacactgg tactcacaag tacggtaagt 900 
tcaacaagac ctccaagtct aagaccccaa accataccgg tactcacaag tatggtaagt 960 
tcaacaaaac caaacatgac actaccactt atggtcctgg tgaaaaggcc cgtaagaaca 1020 
atgccgcccc tggtccatct aatttcaact ccataaaatt gtttggtgtt accgctggta 1080 
gtgctgccgt agccggtgcc ttattactat tataa 1115 



<210> 242 
<211> 204 
<212> PRT 

<213> Candida albicans 
<400> 242 

Met Lys Phe Ser Ser Val Thr Ala lie Thr Leu Ala Thr Val Ala Thr 
15 10 15 

Val Ala Thr Ala Lys Lys Gly Glu His Asp Phe Thr Thr Thr Leu Thr 
20 25 30 

Leu Ser Ser Asp Gly Ser Leu Thr Thr Thr Thr Ser Thr His Thr Thr 
35 40 45 

His Lys Tyr Gly Lys Phe Asn Lys Thr Ser Lys Ser Lys Thr Pro Asn 
50 55 60 

His Thr Gly Thr His Lys Tyr Gly Lys Phe Asn Lys Thr Ser Lys Ser 
65 70 75 80 

Lys Thr Pro Asn His Thr Gly Thr His Lys Tyr Gly Lys Phe Asn Lys 
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Thr Ser Lys Ser 
100 

Lys Phe Asn Lys 
115 

His Lys Tyr Gly 
130 

His Thr Gly Thr 
145 

Thr Thr Thr Tyr 



Pro Gly Pro Ser 
180 

Gly Ser Ala Ala 
195 



85 

Lys Thr Pro Asn 



Thr Ser Lys Ser 
120 

Lys Phe Asn Lys 
135 

His Lys Tyr Gly 
150 

Gly Pro Gly Glu 
165 

Asn Phe Asn Ser 



Val Ala Gly Ala 
200 



90 

His Thr Gly Thr 
105 

Lys Thr Pro Asn 



Thr Ser Lys Ser 
140 

Lys Phe Asn Lys 
155 

Lys Ala Arg Lys 
170 

lie Lys Leu Phe 
185 

Leu Leu Leu Leu 



95 

His Lys Tyr Gly 
110 

His Thr Gly Thr 
125 

Lys Thr Pro Asn 



Thr Lys His Asp 
160 

Asn Asn Ala Ala 
175 

Gly Val Thr Ala 
190 



<210> 243 
<211> 1115 
<212> DNA 

<213> Candida albicans 
<400> 243 

ggttatacac atatatatat ttttcatttt taatgtctta gcttttgtat cttagatgaa 60 
gttttagttc tgtatatcac gatcaagata tcatacaatc ataaattcaa ttattcttct 120 
gtttcccctc ttgaggcatc aaacgagtgt ttgactgata cacaccaaca tactaaggca 180 
acttttctgg ctgcccaaag ctgtggcacg tatgaaactg cttttcggct gcataaaaca 240 
accatgtgga gtttttactg tattcgcatt tcgccccgct agcattcttc gttcatgcta 3 00 
aaaatgaggc gtgggctaat attcagtatt aataattccg gcacccgcac agcccatacc 360 
ggaaaagggg ctggctgttg ggcttggcaa aaaactcaat ctgagcagtc atttataaag 420 
aaagacttta atttgtcttg ctaaacactt gtaagccttc caaatataga tcacttaaga 480 
caatctaaca agtgtccaaa atgtctgcaa acgaattcta ctcaagtggc caacaaggtc 54 0 
aatataacca gcaaaacaac caagaaagaa ctggtgctcc aaacaacggt caatatggtg 600 
ccgacaatgg taaccccaac ggtgaacgtg gtttattttc cactattgta ggtggcagtg 660 
ccggtgcgta cgctggatct aaggtgtcga acaaccattc taagttgagt ggtgtgctgg 720 
gcgccatagg tggtgcattc cttgccaaca agatatctga tgagcgtaaa gagcataagc 780 
aacaagagca atacggcaac tcaaacttcg gaggtgctcc tcaaggtgga cacaacaacc 84 0 
atcaccgtca gacaataaca acaataacgg tggatttggc ggtccaggcg gccctggcgg 90 0 
tcaaggtttc ggaagacaag gcccacaagg atttggaggt cctggtccac aagagtttgg 96 0 
tggtccaggt ggccaaggat tcggtggtcc aaatcctcaa gaattcggcg gccaggtggc 102 0 
caaggattcg gtggtccaaa ccctcaggaa ttcgggggcc aaggtcgtca aggattcaat 1080 
ggcggttcac gttggtgaat ggctcaacag agtga 1115 



<210> 244 
<211> 204 
<212> PRT 

<213> Candida albicans 
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<400> 244 

Met Ser Ala Asn Glu Phe Tyr Ser Ser Gly Gin Gin Gly Gin Tyr Asn 
1 5 10 15 

Gin Gin Asn Asn Gin Glu Arg Thr Gly Ala Pro Asn Asn Gly Gin Tyr 
20 25 30 

Gly Ala Asp Asn Gly Asn Pro Asn Gly Glu Arg Gly Leu Phe Ser Thr 
35 40 45 

lie Val Gly Gly Ser Ala Gly Ala Tyr Ala Gly Ser Lys Val Ser Asn 
50 55 60 

Asn His Ser Lys Leu Ser Gly Val Leu Gly Ala lie Gly Gly Ala Phe 
65 70 75 80 

Leu Ala Asn Lys lie Ser Asp Glu Arg Lys Glu His Lys Gin Gin Glu 
85 90 95 

Gin Tyr Gly Asn Ser Asn Phe Gly Gly Ala Pro Gin Gly Gly His Asn 
100 105 110 

Asn His His Arg Gin Thr lie Thr Thr lie Thr Val Asp Leu Ala Val 
115 120 125 

Gin Ala Ala Leu Ala Val Lys Val Ser Glu Asp Lys Ala His Lys Asp 
130 135 140 

Leu Glu Val Leu Val His Lys Ser Leu Val Val Gin Val Ala Lys Asp 
.145 150 155 160 

Ser Val Val Gin lie Leu Lys Asn Ser Ala Ala Arg Trp Pro Arg lie 
165 170 175 

Arg Trp Ser Lys Pro Ser Gly lie Arg Gly Pro Arg Ser Ser Arg lie 
180 185 190 

Gin Trp Arg Phe Thr Leu Val Asn Gly Ser Thr Glu 
195 200 



<210> 245 
<211> 1313 
<212> DNA 

<213> Candida albicans 



<400> 245 

tcataacggg 

ttgtttcatc 

tagtaaagtt 

gatctgccga 

cttttacaaa 

ttgagaaaac 

ctatccgcta 

cttgggttaa 

agctagtgca 



ttcttttcaa 
acggtgacta 
tcatcagcaa 
tttaggaatc 
gtggatacag 
ggtaaacttt 
aacgggacga 
tttgattacg 
taccaaaaca 



aaaaccgtaa 
tatcaagaac 
tcttatctga 
gtactgtaga 
gttgcctatc 
gaaagttgca 
tcgcatttta 
cgtcacagct 
atgagtaacc 



aaatttgagg 
ttcgtaagga 
gtaatattat 
ttgctcttgg 
actaccgcca 
gatgcagaat 
gccgccgaca 
actaataaaa 
aacacagccc 



tcacaccaac 
aacatttaga 
ctacgatcta 
cgacagatat 
tttcactagc 
atatatctgg 
gtgttaatat 
taagaccgag 
tcagccattt 



taaatacaaa 60 
aaactcaata 12 0 
aatataggat 18 0 
agtgaaatac 24 0 
aagtagagta 30 0 
ttttgtagtt 360 
aagtaatgaa 42 0 
agttttaatc 480 
tgtttggaca 540 
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ccaaattggt 
tattcccgga 
atttactaga 
acactatata 
atatattgga 
atacttttta 
tgttcaaaaa 
tgacaaacca 
ataaagtaca 
tgaacaaaac 
gggaaaaatc 
aaaggaacca 
ttgcattagc 



gaaactatta 
aaaagcatta 
gttttgcgtc 
tattttgtgc 
aatatgtttg 
cacatatcac 
aatcaaaact 
agaaatttta 
gacaaatggg 
acaaatcact 
aggcgccagc 
ccctgaatct 
cgtcaccagt 



gaagagctcc 
tatttgaagc 
caccttgaca 
ctgttggagg 
cccaggtttg 
gataaccgcc 
aaggcttctg 
cctcaaaact 
ccgcaacggc 
ttcctcattg 
ataaaaataa 
gttcaacaaa 
atagagtctg 



aggagggaaa 
tcgctcttga 
agataaaagg 
tggatctcct 
tttcaaggga 
tacgtattct 
tactatgttt 
caacagtggc 
acgatttcat 
gagctaaagg 
tacctattag 
caatactaat 
cattaattac 



gcaattcaac 
ttattctttc 
agtcattaga 
caatctggta 
ggacttgagg 
ccaagaagac 
tacagttgag 
agaactgcaa 
agtcactcta 
aacgagaatfc 
tgataaaatg 
ttcgggtgac 
tttggattta 



aataaaaaca 
ttcagaaaga 
ccaaactatg 

tttaccgaca 
gtttttaata 
ttttctcaat 
gaaatttttc 
aagagcacta 
gaaataaaac 
gaaagcttga 
actgcacatg 
ttatactcaa 
tag 



600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1313 



<210> 246 
<211> 270 
<212> PRT 

<213> Candida albicans 
<400> 246 

Met Ser Asn Gin His Ser Pro Gin Pro Phe Cys Leu Asp Thr Lys Leu 
15 10 15 

Val Lys Leu Leu Glu Glu Leu Gin Glu Gly Lys Gin Phe Asn Asn Lys 
20 25 30 

Asn lie Phe Pro Glu Lys Ala Leu Tyr Leu Lys Leu Ala Leu Asp Tyr 
35 40 45 

Ser Phe Phe Arg Lys Asn Leu Leu Glu Phe Cys Val His Leu Asp Lys 
50 55 60 

lie Lys Gly Val lie Arg Pro Asn Tyr Asp Thr lie Tyr lie Leu Cys 
65 70 75 80 

Leu Leu Glu Val Asp Leu Leu Asn Leu Val Phe Thr Asp Asn lie Leu 

85 90 95 

Glu He Cys Leu Pro Arg Phe Val Ser Arg Glu Asp Leu Arg Val Phe 
100 105 110 

Asn Asn Thr Phe Tyr Thr Tyr His Asp Asn Arg Leu Arg He Leu Gin 
115 120 125 

Glu Asp Phe Ser Gin Leu Phe Lys Lys He Lys Thr Lys Ala Ser Val 
130 135 140 

Leu Cys Phe Thr Val Glu Glu He Phe Leu Thr Asn Gin Glu He Leu 
145 150 155 160 

Pro Gin Asn Ser Thr Val Ala Glu Leu Gin Lys Ser Thr Asn Lys Val 
165 170 175 



Gin Thr Asn Gly Pro Gin Arg His Asp Phe He Val Thr Leu Glu He 
180 185 190 
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Lys Leu Asn Lys Thr Gin He Thr Phe Leu He Gly Ala Lys Gly Thr 
195 200 205 

Arg He Glu Ser Leu Arg Glu Lys Ser Gly Ala Ser He Lys He He 

210 215 220 

Pro He Ser Asp Lys Met Thr Ala His Glu Arg Asn His Pro Glu Ser 
225 230 235 240 

Val Gin Gin Thr He Leu He Ser Gly Asp Leu Tyr Ser He Ala Leu 
245 250 255 

Ala Val Thr Ser He Glu Ser Ala Leu He Thr Leu Asp Leu 
260 265 270 



<210> 247 
<211> 1766 
<212> DNA 

<213> Candida albicans 



<400> 247 

agtttttttt ctcgagaaat tgtgaacaaa 
agagaaacaa cgaagaaaga acaacaatgt 
gaccttagaa aaggcattac tgaggctact 
tatttcttgt tgtatacgca gcggccaact 
tctgcaggtt tggaggccgc aactagatca 
cgttagaagt aacgtccgca gatcgaagct 
ttgtgataat taagaaagac cagactatgt 
ttagcaacta taatagacta gttttcgcat 
tccaagaacg caaacttaga atggtccgga 
cgaaattagt ggcgagtaca atattgcatt 
aaatcatatc tgcagaagat cttaaagaac 
ataatcgttg ctatcctaag atatttgaac 
gtcaagaact ccccggtggt ttggacatta 
caaaactaaa tgatgagaag aatgtcggtg 
cagaagacat gaaagcatcg cctggtgact 
gaaacatcat agattctaac ccgactttat 
gttttgatag aataatggaa tttgcgcatg 
atgaattcgc cctcttggcc aaccttagtc 
agctcagtac tagagtcatt accagctgct 
ttaatgaaag ttttccaaat tttaaaagca 
attctaacca cagatcctct aatatcctaa 
tacctgtcac atccgaagat cttcctatat 
aaagaaacaa caaggacaaa cagttacaaa 
tgaaggccga catgtacgaa aatgacgata 
agaattggtc gtcaaatctg caagagtggg 
aaagtataga tgaactacat acaagaacgt 
ttttcaaaag tgacatcacg atcaacaaag 
aagccaggca atctaacttg gacaatgggc 
ttgataagaa acttatcgac agcagacact 
taaaaaattt cagagatgaa ctctga 



agaaagcaaa gacacagaag atgataagag 60 
tggggttcac ccgagagata ttgacatact 12 0 
gactaaagcg cgttacataa atgcatagta 180 
agtggcagca agaatgtaat gaacgattca 24 0 
aaacgtaaat agcgggtgaa gtgttctgga 3 00 
aaacacgaga ttagatttcg ggtaacggaa 360 
gaaaaggcca cgtaaatgat agagcacaca 420 
cgctggaagt tctcgatatt gaatatcact 4 80 
ttcttcccat aattttgagc gccctatctt 540 
catccataca ctcagtgcca tctggaggcg 600 
ttgaaatttc agggaattcg atctgcgttg 66 0 
caagacacga ttggcagccc atactgccag 72 0 
gaataaacat ggacacaggt ttaaaagagg 780 
ataatggtag ccatgagtta attgtatctt 840 
atgaattttc cagtgatttc aaagaaatga 900 
cttcacagga cattgccaga ttggaggata 960 
attacaagca cggctacaaa attattaccc 1020 
tcaatgaaaa tttgccgtta acattgagag 10 8 0 
tgagaaacaa tcctcctgta gtcgagttca 1140 
aaatcatggc cgctctgtca aatttgaatg 1200 
taaaaagata cttgtccatt ttaaacgaat 1260 
actctacggt tgttttacaa aatgtatatg 1320 
taaaagtcct ggagttgatc agcaaaattt 13 8 0 
caaatctaat tttgttcaaa agaaatgctg 144 0 
caaacgagtt ccaagagatg gtccagaaca 15 00 
tttttgacac cctttacaac ttgaagaaaa 1560 
ggtttttgaa ttggttagcg caacaatgta 1620 
tccaagagag agatactgaa caagactcat 1680 
tgatctttgg caaccccatg gctcatagaa 1740 

. 1766 



<210> 
<211> 



248 
421 



251 



<212> PRT 

<213> Candida albicans 

<400> 248 

Met Val Arg He Leu Pro He He Leu Ser Ala Leu Ser Ser Lys Leu 
15 10 15 

Val Ala Ser Thr He Leu His Ser Ser He His Ser Val Pro Ser Gly 
20 25 30 

Gly Glu He He Ser Ala Glu Asp Leu Lys Glu Leu Glu He Ser Gly 
35 40 45 

Asn Ser He Cys Val Asp Asn Arg Cys Tyr Pro Lys He Phe Glu Pro 
50 55 60 

Arg His Asp Trp Gin Pro He Leu Pro Gly Gin Glu Leu Pro Gly Gly 
65 70 75 80 

Leu Asp He Arg He Asn Met Asp Thr Gly Leu Lys Glu Ala Lys Leu 
85 90 95 

Asn Asp Glu Lys Asn Val Gly Asp Asn Gly Ser His Glu Leu He Val 
100 105 110 

Ser Ser Glu Asp Met Lys Ala Ser Pro Gly Asp Tyr Glu Phe Ser Ser 
115 120 125 

Asp Phe Lys Glu Met Arg Asn He He Asp Ser Asn Pro Thr Leu Ser 
130 135 140 

Ser Gin Asp He Ala Arg Leu Glu Asp Ser Phe Asp Arg He Met Glu 
145 150 155 160 

Phe Ala His Asp Tyr Lys His Gly Tyr Lys He He Thr His Glu Phe 
165 170 175 

Ala Leu Leu Ala Asn Leu Ser Leu Asn Glu Asn Leu Pro Leu Thr Leu 
180 185 190 

Arg Glu Leu Ser Thr Arg Val He Thr Ser Cys Leu Arg Asn Asn Pro 
195 200 205 

Pro Val Val Glu Phe He Asn Glu Ser Phe Pro Asn Phe Lys Ser Lys 
210 215 220 

He Met Ala Ala Leu Ser Asn Leu Asn Asp Ser Asn His Arg Ser Ser 
225 230 235 240 

Asn He Leu He Lys Arg Tyr Leu Ser He Leu Asn Glu Leu Pro Val 
245 250 255 

Thr Ser Glu Asp Leu Pro He Tyr Ser Thr Val Val Leu Gin Asn Val 
260 265 270 

Tyr Glu Arg Asn Asn Lys Asp Lys Gin Leu Gin He Lys Val Leu Glu 
275 280 285 
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Leu lie Ser Lys 

290 

Asn Leu lie Leu 
305 

Gin Glu Trp Ala 



Asp Glu Leu His 
. 340 

Lys lie Phe Lys 
355 

Leu Ala Gin Gin 
370 

Gin Glu Arg Asp 
385 

Ser Arg His Leu 



Phe Arg Asp Glu 
420 



lie Leu Lys Ala 

295 

Phe Lys Arg Asn 
310 

Asn Glu Phe Gin 
325 

Thr Arg Thr Phe 



Ser Asp lie Thr 
360 

Cys Lys Ala Arg 
375 

Thr Glu Gin Asp 
390 

lie Phe Gly Asn 

405 

Leu 



Asp Met Tyr Glu 

300 

Ala Glu Asn Trp 
315 

Glu Met Val Gin 
330 

Phe Asp Thr Leu 
345 

lie Asn Lys Gly 



Gin Ser Asn Leu 
380 

Ser Phe Asp Lys 
395 

Pro Met Ala His 
410 



Asn Asp Asp Thr 



Ser Ser Asn Leu 
320 

Asn Lys Ser lie 
335 

Tyr Asn Leu Lys 
350 

Phe Leu Asn Trp 
365 

Asp Asn Gly Leu 



Lys Leu lie Asp 
400 

Arg lie Lys Asn 

415 



<210> 249 
<211> 821 
<212> DNA 

<213> Candida albicans 



<400> 249 

taagtacatg 

ttatttgtta 

ttttactgtt 

tcacacttgt 

tactggttca 

cactggtcct 

aagatgaatt 

tcgatgaacc 

ttcccagatt 

tgtcgctaat 

cctttaccta 

attttcagta 

agttaatacc 

ggtgtacttc 



atttttgttt 
accgtagggg 
tgcggtttgc 
accgctttta 
tattcaatgg 
gacccatatt 
tctaaacgag 
tgatgcggtg 
actattcaga 
tcctattgta 
tttgcagagg 
cgagcattac 
cttcttcaca 
gctactaaag 



gcattgatat 
ttttatgaag 
tatgccctga 
gtgacatggg 
attttacaaa 
acgaatcaga 
gtgaaggtat 
agaaatttca 
atgtttttta 
ggaccaatct 
tactttttac 
gcaagtttca 
atagtcacca 
ggtgaaagaa 



gacttgtttt 
tgctgacgaa 
tttttgtcac 
ccatactgtt 
cgaatgtctt 
tatttgatat 
tgcctaaacc 
acacaataaa 
aagtctccaa 
tggcaaatca 
taaagggatt 
tatgtttcgg 
tatctagcaa 
agaaggaatg 



atgactaaca 
tcctgtttat 
tattgctggt 
attagggcct 
gactgccttt 
atctttggtg 
acaaaagcca 
gggaagtcgg 
ttttacttca 
actaatggcc 
cagtaagaaa 
tatgtctgcc 
cactgttggt 
a 



tatttaattt 
tggaagcata 
ctcttttatg 
cttggtgtga 
gtttgtagaa 
ttgcaagacc 
catagaaaaa 
atttttaaga 
ctaacattac 
ccaaaaagaa 
caggccaaag 
ggtctactag 
gcagctaaat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

821 



<210> 250 
<211> 106 
<212> PRT 
<213> Candida 



albicans 
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<400> 250 

Met Phe Phe Lys Val Ser Asn Phe Thr Ser Leu Thr Leu Leu Ser Leu 
1 5 10 15 

lie Pro lie Val Gly Pro lie Leu Ala Asn Gin Leu Met Ala Pro Lys 
20 25 30 

Arg Thr Phe Thr Tyr Leu Gin Arg Tyr Phe Leu Leu Lys Gly Phe Ser 
35 40 45 

Lys Lys Gin Ala Lys Asp Phe Gin Tyr Glu His Tyr Ala Ser Phe lie 
50 55 60 

Cys Phe Gly Met Ser Ala Gly Leu Leu Glu Leu lie Pro Phe Phe Thr - 
65 70 75 80 

He Val Thr He Ser Ser Asn Thr Val Gly Ala Ala Lys Trp Cys Thr 
85 90 95 

Ser Leu Leu Lys Gly Glu Arg Lys Lys Glu 
100 105 



<210> 251 
<211> 1256 
<212> DNA 

<213> Candida albicans 



<400> 251 

acatttccca aaaaagacat ttctgtccaa 
cataggcaaa gaaagaaaag aagaagttca 
gttcctcgta aaggacacac gaaaaaaata 
aggtcgcagg gaatccttga aagccaagag 
ccatcaacat tgtggtgcaa agtttagtgt 
gagcatcatg tgagtaaacg agtaagcaag 
actacggaaa ataatatata agtagttaac 
catcttcttt tccagtttag ccattatcag 
gcttcaacta taacaaaaaa atggcttaca 
ctttggcttc tgcccaaact caggaagaaa 
ttaagtccaa cttgcaagaa tatattagtt 
taagcagtct gccatctggt gttttagaca 
actcctacac tactttgtac tctgaggttg 
tggttccatg gtattcttcc aggcttctac 
ccaccgctgc ctcttctact gaagcttctt 
ccagtgaaac tacttcttct gccgtcgctt 
cttcttccag tgaagcttct tcttctgctg 
aggctacctc ttccaccgtc gcttcctcta 
cctctgctgt ttcttcagct gttgcttctt 
gtgatggtca agttcaagcc actagcactg 
aggctgtcat cggtatgggt gctggtgtca 



aagtagaagg caagaaaacc ctggaggaat 60 
tctttaaaac tacctttcaa gcctttattc 120 
aacagtacct tgcagaagga gtgcagagtt 18 0 
ttttttttcc gtaatgatct cccaaagcaa 240 
aagatgttct actgaactat cttaatagct 300 
aaaacaacaa agtaatgttc aactttcgta 360 
gaaattcgaa caatgagagc tctcacatat 42 0 
cacaataata caaaacacac tcgtacactc 480 
tcaagatcgc tttattagct gctatcgctg 540 
ttgacgaatt gaacgttatt ttgaatgacg 600 
tggctgaaga ttcttcatct ggattttcct 660 
tcggtttagc tttggcttcc gccactgatg 72 0 
actttgctgc tgttagcaag atgttgacca 780 
cagaattgga atccttgtta ggaacttcta 840 
ctgctgctac ttcttccgct gttgcttcct 900 
cctccagtga agctacttct tctgccgtcg 960 
ctacttcttc tgctg.tcgct tcttccagtg 102 0 
ccaaggctgc ctcttccact aaggcttctt 1080 
ccaccaaagc ctccgccatt tctcaaatca 114 0 
tttccgaaca aactgaaaac ggtgctgcca 1200 
tggccgctgc cgccatgtta ttataa 1256 



<210> 252 
<211> 251 

<212> PRT 

<213> Candida albicans 



254 



<400> 252 

Met Ala Tyr lie Lys lie Ala Leu Leu Ala Ala lie Ala Ala Leu Ala 
1 5 10 15 

Ser Ala Gin Thr Gin Glu Glu lie Asp Glu Leu Asn Val He Leu Asn 
20 25 30 

Asp Val Lys Ser Asn Leu Gin Glu Tyr He Ser Leu Ala Glu Asp Ser 
35 40 45 

Ser Ser Gly Phe Ser Leu Ser Ser Leu Pro Ser Gly Val Leu Asp He 
50 55 60 

Gly Leu Ala Leu Ala Ser Ala Thr Asp Asp Ser Tyr Thr Thr Leu Tyr 
65 70 75 80 

Ser Glu Val Asp Phe Ala Ala Val Ser Lys Met Leu Thr Met Val Pro 
85 90 95 

Trp Tyr Ser Ser Arg Leu Leu Pro Glu Leu Glu Ser Leu Leu Gly Thr 
100 105 110 

Ser Thr Thr Ala Ala Ser Ser Thr Glu Ala Ser Ser Ala Ala Thr Ser 
115 120 125 

Ser Ala Val Ala Ser Ser Ser Glu. Thr Thr Ser Ser Ala Val Ala Ser 
130 ■ 135 140 

Ser Ser Glu Ala Thr Ser Ser Ala Val Ala Ser Ser Ser Glu Ala Ser 
145 150 155 160 

Ser Ser Ala Ala Thr Ser Ser Ala Val Ala Ser Ser Ser Glu Ala Thr 
165 170 175 

Ser Ser Thr Val Ala Ser Ser Thr Lys Ala Ala Ser Ser Thr Lys Ala 
180 185 190 

Ser Ser Ser Ala Val Ser Ser Ala Val Ala Ser Ser Thr Lys Ala Ser 
195 200 205 

Ala He Ser Gin He Ser Asp Gly Gin Val Gin Ala Thr Ser Thr Val 
210 215 220 

Ser Glu Gin Thr Glu Asn Gly Ala Ala Lys Ala Val He Gly Met Gly 
225 230 235 240 

Ala Gly Val Met Ala Ala Ala Ala Met Leu Leu 
245 250 



<210> 253 
<211> 2693 
<212> DNA 
<213> Candida 



albicans 



255 



<400> 253 

cattgatctc gagcacagct gctcttttct ctcaatgaat tacgttatat gttaatcaca 60 
caagcatcag tttttcatcg caaaagaaaa tatttagagt tcttgcaatt cagatgtacc 120 
tcaattaata actcaatcac ctcctatgtt cttgctggta gtactgcttt tgtcttaatt 180 
actgctgaat cagccttcta gaagaccgtt ctgtttcagc cgctcgcccc ttttcaaagc 24 0 
ttgcgcggct gagttttatg aggggcggct tttttgtgaa tggcaatcta ccattattag 300 
tagcaatatg atttgcagat agatacatat atatccttct gggttcatgt ctcgttacca 360 
tccacactaa tgcataggac cagaaagaaa ggacatcgaa tccaacacgt attaaaataa 42 0 
ggactcctca ttaaaaaggc ttttaatatt caacttgcta tagatcacgc acccttttgg 480 
caagtcaacc ttaaattatt atgatttctg tttgcccaca aaatgacttg caaaaatgct 540 
acagaagcct cacattcgat gttccaggac aacaattcga agagagaaat gaacaaaacc 60 0 
ttaaaaaacg ggccaaaaag aaaggcagtt tccaaccatc tgttgccttt gacacagtgc 660 
cttccaccgc tggttattct tctatagacg acagcaggga aggattcaaa ggtgtacctg 720 
ttcccaacta ttacacgatg gaagagtgct atgacgatga aacagactct ttttcgccaa 780 
atttgcaata ttatttgaga gatacattcc aatcatcacc ttttctgaat actagaaaag 840 
agaacaaatc tgaatccagt agttttccaa tgagatcctc aaagttgttg gaaaagaatt 900 
ctgacatcaa aaaatatttc ttggtatcca agaatggaaa aatagtgagg agagactatc 960 
caagcacgcc agtaattgtc aacgaaacgt tgatgataaa caggtttgaa aagaactgga 102 0 
taaagttatg gcgccaaaga aaactacaaa taaatgaaag gctgaatgac aaaaaaaaat 10 80 
ggtttactta cccagaactt atcttctctg aagagcgtat taaaccgtta tatagaggag 1140 
atgatagtgc accatgtaca aaagaacaaa aaagaaagca taaaatactt caacaaaagg 1200 
tcggatatcc caataaccct aagacaatag tttgtcacat taacggaaaa aaacatacgt 1260 
gggttgccct agactggaca gtctacaagt ttgcacgaaa tcttgatcac attgttgtca 1320 
taactacact gccaaaaatg atttctaaca ggaaaaaaac tgcaaaagat gatacagaat 13 8 0 
gggcaccggg atatcaaaaa gaagtaatag atcaaaaatt aaacgacatt tttgattata 1440 
ttttacagct agtaaaagtg gtcaaaatat ccgtcaaaat tactttagaa ataattgtag 1500 
gcaaaatfcaa aaaaagtctg gtagatgtca ttaatgtcca tactccagat ttcttagttc 1560 
ttgctacttt aaagcacgag cgaaatgaga atcttattac atataaatcc aaaaagctga 1620 
cagatgtctt tcctgttagt tatccgattc ccacatttgt tgttccctcg aaacgaatgt 1680 
attcgttcga actgaatcta caaagagaag taaatgaaca ttatgtctca aaaaatcata 174 0 
tgaagcacga acacactgac gttgagagca tgagcagttc aatgttcaaa aaaaatacaa 18 0 0 
tatcagatat ttcttcacat atttccgtag attcgtacgc cgaagatttc aaaaggcaag 1860 
gctacatcaa aaagcagttc aacacctcta atgattccat tccaagaaaa ttgaccggtc 192 0 
tcgcccagca ttcaagaagg aagatcacgg gtgatataga aaaattacaa gacgatgaga 1980 
aagatagaga atgtactaag gaaaaacttt tgttgaagaa aattgatatc ataattagag 2040 
agtcattgaa gtcttcttta gcgatagaga cgttgcctgg taaaaatgta tcgcagtcca 2100 
gtcacggtga ccaaatttcc agctttaaga atgctttgat aggcaatggg tcgaaaaaca 2160 
caaagtttag aaaatcttta ataccatatt cttcctcaga ggaacaaaat accacaacaa 2220 
ctattaaact cagtagctcg cctacgtccc aaatcaagtt tgcaacctct gtaaaacaca 22 80 
aagatggaag agccgccctt ggcaaagcca gaaatctgcc tgatataagg cacagtattt 2340 
ccttcgacaa agaaaattcc tttgatccat ctgataaaag cagtagtgtt gataatagca 2400 
ttcctttgag gaaagttaaa agtgccggtg cgttaagaaa agtcaaaact aatgactcct 2460 
caagtagtgc agggtcaaag aaaagctcgt ctagttttag tactgtgaac accttcactg 2520 
ggggtggagt tgggattttt aaggtgttta aaagtggaag ttcctctgga aataaatcat 2580 
ccagtagaag gaatagtagc agtggcgatg tttttgaaag tgatgatcgt aacgacaaga 2 64 0 
aaaagaagaa gaaaaaaaag aagaaatcat tgttcttatt cggcaaaata tga 2 693 



<210> 254 
<211> 730 
<212> PRT 
<213> Candida 



albicans 



<400> 254 

Met lie Ser Val Cys Pro Gin Asn Asp Leu Gin Lys Cys Tyr Arg Ser 
15 10 15 



256 

Leu Thr Phe Asp Val Pro Gly Gin Gin Phe Glu Glu Arg Asn Glu Gin 
20 25 30 

Asn Leu Lys Lys Arg Ala Lys Lys Lys Gly Ser Phe Gin Pro Ser Val 
35 40 45 

Ala Phe Asp Thr Val Pro Ser Thr Ala Gly Tyr Ser Ser He Asp Asp 
50 55 60 

Ser Arg Glu Gly Phe Lys Gly Val Pro Val Pro Asn Tyr Tyr Thr Met 
65 70 75 80 

Glu Glu Cys Tyr Asp Asp Glu Thr Asp Ser Phe Ser Pro Asn Leu Gin 
85 90 95 

Tyr Tyr Leu Arg Asp Thr Phe Gin Ser Ser Pro Phe Leu Asn Thr Arg 
100 105 110 

Lys Glu Asn Lys Ser Glu Ser Ser Ser Phe Pro Met Arg Ser Ser Lys 
115 120 125 

Leu Leu Glu Lys Asn Ser Asp He Lys Lys Tyr Phe Leu Val Ser Lys 
130 135 140 

Asn Gly Lys He Val Arg Arg Asp Tyr Pro Ser Thr Pro Val He Val 
145 150 155 160 

Asn Glu Thr Leu Met He Asn Arg Phe Glu Lys Asn Trp He Lys Leu 
165 170 175 

Trp Arg Gin Arg Lys Leu Gin He Asn Glu Arg Leu Asn Asp Lys Lys 
180 185 190 

Lys Trp Phe Thr Tyr Pro Glu Leu He Phe Ser Glu Glu Arg He Lys 
195 200 205 

Pro Leu Tyr Arg Gly Asp Asp Ser Ala Pro Cys Thr Lys Glu Gin Lys 

210 215 220 

Arg Lys His Lys He Leu Gin Gin Lys Val Gly Tyr Pro Asn Asn Pro 
225 230 235 240 

Lys Thr He Val Cys His He Asn Gly Lys Lys His Thr Trp Val Ala 
245 250 255 

Leu Asp Trp Thr Val Tyr Lys Phe Ala Arg Asn Leu Asp His He Val 
260 265 270 

Val He Thr Thr Leu Pro Lys Met He Ser Asn Arg Lys Lys Thr Ala 
275 280 285 

Lys Asp Asp Thr Glu Trp Ala Pro Gly Tyr Gin Lys Glu Val He Asp 
290 295 300 

Gin Lys Leu Asn Asp He Phe Asp Tyr He Leu Gin Leu Val Lys Val 
305 310 315 320 



257 



Val Lys lie Ser Val Lys He Thr Leu Glu He He Val Gly Lys He 
325 330 335 

Lys Lys Ser Leu Val Asp Val He Asn Val His Thr Pro Asp Phe Leu 

340 345 350 

val Leu Ala Thr Leu Lys His Glu Arg Asn Glu Asn Leu He Thr Tyr 
355 360 365 

Lys Ser Lys Lys Leu Thr Asp Val Phe Pro Val Ser Tyr Pro He Pro 
370 375 380 

Thr Phe Val Val Pro Ser Lys Arg Met Tyr Ser Phe Glu Leu Asn Leu 
385 390 395 400 

Gin Arg Glu Val Asn Glu His Tyr Val Ser Lys Asn His Met Lys His 
405 410 415 

Glu His Thr Asp Val Glu Ser Met Ser Ser Ser Met Phe Lys Lys Asn 
420 425 430 

Thr He Ser Asp He Ser Ser His He Ser Val Asp Ser Tyr Ala Glu 
435 440 445 

Asp Phe Lys Arg Gin Gly Tyr He Lys Lys Gin Phe Asn Thr Ser Asn 
450 455 460 

Asp Ser He Pro Arg Lys Leu Thr Gly Leu Ala Gin His Ser Arg Arg 
465 470 475 480 

Lys He Thr Gly Asp He Glu Lys Leu Gin Asp Asp Glu Lys Asp Arg 
485 490 495 

Glu Cys Thr Lys Glu Lys Leu Leu Leu Lys Lys He Asp He He He 
500 505 510. 

Arg Glu Ser Leu Lys Ser Ser Leu Ala He Glu Thr Leu Pro Gly Lys 

515 520 525 

Asn Val Ser Gin Ser Ser His Gly Asp Gin He Ser Ser Phe Lys Asn 
530 535 540 

Ala Leu He Gly Asn Gly Ser Lys Asn Thr Lys Phe Arg Lys Ser Leu 
545 550 555 560 

He Pro Tyr Ser Ser Ser Glu Glu Gin Asn Thr Thr Thr Thr He Lys 
565 570 575 

Leu Ser Ser Ser Pro Thr Ser Gin He Lys Phe Ala Thr Ser Val Lys 
580 585 590 

His Lys Asp Gly Arg Ala Ala Leu Gly Lys Ala Arg Asn Leu Pro Asp 
595 600 605 

He Arg His Ser He Ser Phe Asp Lys Glu Asn Ser Phe Asp Pro Ser 
610 615 620 



258 



Asp Lys Ser Ser Ser Val Asp Asn Ser He Pro Leu Arg Lys Val Lys 
625 630 635 640 

Ser Ala Gly Ala Leu Arg Lys Val Lys Thr Asn Asp Ser Ser Ser Ser 
645 650 655 

Ala Gly Ser Lys Lys Ser Ser Ser Ser Phe Ser Thr Val Asn Thr Phe 
660 665 670 

Thr Gly Gly Gly Val Gly He Phe Lys Val Phe Lys Ser Gly Ser Ser 
675 680 685 

Ser Gly Asn Lys Ser Ser Ser Arg Arg Asn Ser Ser Ser Gly Asp Val 
690 695 700 

Phe Glu Ser Asp Asp Arg Asn Asp Lys Lys Lys Lys Lys Lys Lys Lys 
705 . 710 715 720 

Lys Lys Ser Leu Phe Leu Phe Gly Lys He 
725 730 



<210> 255 
<211> 2270 
<212> DNA 
<213> Candida 



albicans 



<400> 255 

aattttcccc ccgtcataag ttcctataca 
ggaacctaca aacccgcaag aaaataaaaa 
ttaaaattgc ttgttcggac aatattctat 
caaacgccgc aattgaccaa actattgaac 
actatgagaa ctgatatctt cgtgaagatt 
aaattcagat tcatcgctct ctcttcgctt 
catacataga ttaagtaaat aggatctgct 
ttaaggtatc ttgtttaagc ccaaaagtct 
acaacctata cgcaagaaag atgtcattga 
ctgcatttac cgctaaggat tacgataaag 
tttctgaaac tccaaaccat gttttatatt 
agaaatttag tgacgcattg aatgatgcta 
ctaagggtta taatagactc ggtgccgccc 
aaagcaacta caaaaaagcc ttggagttgg 
tggatcaggt tcatcgtacc caacaggcaa 
agttgtttgc tgacccaaat ttaattgaaa 
tgatgaagga ccctcaatta gtggctaaac 
ttggccaaga tctgtttact gatccaagat 
ttgatttaaa catggatgat ataaaccaat 
gtaaaagcac tgaacaaaag aaagatgctg 
aaaattcctc taaagcacca cagaaagaag 
atgaagatga ctctaaaatt gaggccgaca 
aggcacgtca attcgatgaa gctatagagc 
atattaccta tttaaacaac cgtgctgctg 
ctatttctac cttgaatgat gctgttgagc 
tcatttccaa atcatttgcg cgtattggta 
aaactataga atactaccaa aaatcattga 
agttaaggaa tgctgaaaaa gaattgaaga 



cggctggctc tgatggcata atttcatgct 60 
atttcgccaa atttaacgaa gacagcgtgg 12 0 
gtctggcaac ttctgatgat actttcaaga 18 0 
taaacgcaag ttcaatatac ataatatttg 240 
cgtgtagtat gatagaacat tccagaaaaa 300 
ctcctccttt aaggaataaa gaaaaaatca 360 
agaaaaatta tatatagatc aatcatctta 42 0 
gctcccaaat tcctcactgt agctactaaa 480 
cagccgatga atacaaacaa caaggtaacg 54 0 
cgatagagct cttcactaaa gctattgaag 600 
ctaacaggtc cgcctgttat acttctttaa 660 
atgaatgtgt caaaatcaat ccatcttggt 72 0 
acttaggtct tggcgatctc gacgaagctg 780 
atgccagtaa caaggccgcc aaagaaggat 84 0 
gacaggcaca gcctgattta gggttgacac 900 
atttaaagaa gaacccaaaa actagcgaaa 96 0 
tgattgggta caaacaaaat ccgcaagcta 102 0 
taatgaccat catggctaca ttgatggggg 10 8 0 
caaactccat gccaaaggaa ccggaaacca 1140 
aaccacaaag cgattccact acgagcaagg 1200 
aaagtaagga atccgagcca atggaagttg 1260 
aggaaaaggc cgaaggtaac aagttttaca 13 2 0 
actacaacaa ggcgtgggaa ctgcataaag 13 8 0 
ctgaatacga aaaaggcgaa tacgagacag 14 4 0 
aaggtagaga aatgagagcg gattacaagg 15 0 0 
atgcctatca caaattgggt gacttgaaga 1560 
ccgaacatcg tactgctgac attttgacca 1620 
aagctgaggc ggaggcgtat gttaaccctg 1680 



259 



aaaaggcgga 
atgctgttaa 
ctaatagagc 
acaaagccat 
aaattgctgt 
atgctgaagt 
gccaacaaag 
ccatgaaaga 
agcaggccca 
aaaagattca 



ggaagcccgt 
ggcttacact 
tgctgcacta 
tgaaaaagat 
taaagaatat 
gaataatggt 
attccaacct 
tcctgaagtg 
acagaatccc 
gacgttgatc 



cttgaaggta 
gaaatgatca 
gcgaagttaa 
ccaaatttcg 
gcttccgctt 
tctagtgcaa 
ggtaccagta 
gctgcgatca 
gctgctttac 
gctgctggta 



aggaatattt 
aaagggcacc 
tgtctttccc 
tgagagctta 
tggaaacact 
gggaaattga 
acgaaacccc 
tgcaagatcc 
aagaacacat 
tcatccggac 



taccaagagt 
tgaagatgct 
tgaagctatc 
tatcagaaag 
agatgcggcc 
tcaactgtac 
agaagaaacc 
tgttatgcaa 
gaaaaatcca 
tggccgctaa 



gattggccga 
agaggatatt 
gcagattgta 
gccaccgcac 
agaaccaaag 
tacaaggcaa 
tatcaaaggg 
agtattttgc 
gaagtattca 



1740 

1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2270 



<210> 256 
<211> 589 
<212> PRT 

<213> Candida albicans 
<400> 256 

Met Ser Leu Thr Ala Asp Glu Tyr Lys Gin Gin Gly Asn Ala Ala Phe 
15 10 15 

Thr Ala Lys Asp Tyr Asp Lys Ala lie Glu Leu Phe Thr Lys Ala lie 
20 25 30 

Glu Val Ser Glu Thr Pro Asn His Val Leu Tyr Ser Asn Arg Ser Ala 
35 40 45 

Cys Tyr Thr Ser Leu Lys Lys Phe Ser Asp Ala Leu Asn Asp Ala Asn 
50 55 SO 

Glu Cys Val Lys lie Asn Pro Ser Trp Ser Lys Gly Tyr Asn Arg Leu 
65 70 75 80 

Gly Ala Ala His Leu Gly Leu Gly Asp Leu Asp Glu Ala Glu Ser Asn 
85 90 95 

Tyr Lys Lys Ala Leu Glu Leu Asp Ala Ser Asn Lys Ala Ala Lys Glu 
100 105 110 

Gly Leu Asp Gin Val His Arg Thr Gin Gin Ala Arg Gin Ala Gin Pro 

115 120 125 

Asp Leu Gly Leu Thr Gin Leu Phe Ala Asp Pro Asn Leu lie Glu Asn 
130 135 140 

Leu Lys Lys Asn Pro Lys Thr Ser Glu Met Met Lys Asp Pro Gin Leu 
145 150 155 160 

Val Ala Lys Leu lie Gly Tyr Lys Gin Asn Pro Gin Ala lie Gly Gin 
165 170 175 

Asp Leu Phe Thr Asp Pro Arg Leu Met Thr lie Met Ala Thr Leu Met 
180 185 190 



Gly Val Asp Leu Asn Met Asp Asp lie Asn Gin Ser Asn Ser Met Pro 
195 200 205 
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Lys Glu Pro Glu Thr Ser Lys Ser Thr Glu Gin Lys Lys Asp Ala Glu 
210 215 220 

Pro Gin Ser Asp Ser Thr Thr Ser Lys Glu Asn Ser Ser Lys Ala Pro 
225 230 235 240 

Gin Lys Glu Glu Ser Lys Glu Ser Glu Pro Met Glu Val Asp Glu Asp 
245 250 255 

Asp Ser Lys He Glu Ala Asp Lys Glu Lys Ala Glu Gly Asn Lys Phe 
260 265 270 

Tyr Lys Ala Arg Gin Phe Asp Glu Ala He Glu His Tyr Asn Lys Ala 
275 280 285 

Trp Glu Leu His Lys Asp He Thr Tyr Leu Asn Asn Arg Ala Ala Ala 
290 295 300 

Glu Tyr Glu Lys Gly Glu Tyr Glu Thr Ala He Ser Thr Leu Asn Asp 
305 310 315 320 

Ala Val Glu Gin Gly Arg Glu Met Arg Ala Asp Tyr Lys Val He Ser 
325 330 335 

Lys Ser Phe Ala Arg He Gly Asn Ala Tyr His Lys Leu Gly Asp Leu 
340 345 350 

Lys Lys Thr He Glu Tyr Tyr Gin Lys Ser Leu Thr Glu His Arg Thr 
355 360 365 

Ala Asp He Leu Thr Lys Leu Arg Asn Ala Glu Lys Glu Leu Lys Lys 
370 375 380 

Ala Glu Ala Glu Ala Tyr Val Asn Pro Glu Lys Ala Glu Glu Ala Arg 
385 390 395 400 

Leu Glu Gly Lys Glu Tyr Phe Thr Lys Ser Asp Trp Pro Asn Ala Val 
405 410 415 

Lys Ala Tyr Thr Glu Met He Lys Arg Ala Pro Glu Asp Ala Arg Gly 
420 425 430 

Tyr Ser Asn Arg Ala Ala Ala Leu Ala Lys Leu Met Ser Phe Pro Glu 
435 440 445 

Ala He Ala Asp Cys Asn Lys Ala He Glu Lys Asp Pro Asn Phe Val 
450 455 460 

Arg Ala Tyr He Arg Lys Ala Thr Ala Gin He Ala Val Lys Glu Tyr 
465 470 475 480 

Ala Ser Ala Leu Glu Thr Leu Asp Ala Ala Arg Thr Lys Asp Ala Glu 
485 490 495 

Val Asn Asn Gly Ser Ser Ala Arg Glu He Asp Gin Leu Tyr Tyr Lys 
500 505 510 
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Ala Ser .Gln Gin Arg Ptie Gin Pro 
515 520 

Glu Thr Tyr Gin Arg Ala Met Lys 
530 535 

Gin Asp Pro Val Met Gin Ser lie 
545 550 

Ala Ala Leu Gin Glu His Met Lys 
565 

Gin Thr Leu He Ala Ala Gly He 
580 



Gly Thr Ser Asn Glu Thr Pro Glu 
525 

Asp Pro Glu Val Ala Ala He Met 
540 

Leu Gin Gin Ala Gin Gin Asn Pro 
555 560 

Asn Pro Glu Val Phe Lys Lys He 
570 575 

He Arg Thr Gly Arg 
585 



<210> 257 
<211> 710 
<212> DNA 

<213> Candida albicans 



<400> 257 

ctgcagaagt 

gatatacaag 

ataccatact 

cttctggcat 

gcataacaac 

agaaaaagaa 

aaaaaaagga 

aagggcgcac 

tcaaatagta 

aggactcttg 

aatgtgatca 

aaaccacgtg 



acagctgcct 
aaaatcaaat 
ctaccaacat 
tgacttctgt 
cggtcatata 
caataaatgc 
tagggatgcg 
atcgtccccc 
ctcaataaat 
tcattgtggg 
cagcaccgga 
cacttgtgaa 



ttatttcttg 
cccatcgtca 
tattttagtc 
gcagaaaccc 
tttttttctt 
gtctttattg 
agagggctgt 
ctaagaatag 
atgactgtaa 
agcacctgcc 
agccctcaat 
aagagtaaat 



tggtcattta 
acgtcacgta 
cgacgttcag 
ttcaaaatga 
ttgctaaacc 
ctgtgtggaa 
gaagtagtga 
cgaagcgata 
aaatatgtga 
ttccaagctg 
gtaagagttg 
gcaattgtga 



ttgcttttat 
taaacgatta 
tcctgtaggt 
gttccacttt 
ccctactgca 
gtgatttttg 
tcaagcgggg 
ttacactgaa 
ctgtgaaggc 
ttctggcggt 
tggtgaaaaa 
aaaatgttag 



tttcaagtca 
atttacagta 
gttccaaatc 
acgtcagatc 
agcactttta 
tctttcggac 
cctatataag 
cactacaatg 
gaatgttgta 
gaaaagtgca 
tgcaaatgcg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

710 



<210> 258 
<211> 69 
<212> PRT 

<213> Candida albicans 
<400> 258 

Met Thr Val Lys He Cys Asp Cys Glu Gly Glu Cys Cys Lys Asp Ser 
15 10 15 

Cys His Cys Gly Ser Thr Cys Leu Pro Ser Cys Ser Gly Gly Glu Lys 
20 25 30 

Cys Lys Cys Asp His Ser Thr Gly Ser Pro Gin Cys Lys Ser Cys Gly 
35 40 45 

Glu Lys Cys Lys Cys Glu Thr Thr Cys Thr Cys Glu Lys Ser Lys Cys 
50 55 60 

Asn Cys Glu Lys Cys 
65 



262 



<210> 259 
<211> 1474 
<212> DNA 

<213> Candida albicans 
<400> 259 

aaacccatac acaatgaacc ttatcacacc 
aaaaattcat tattctttag cgtaattatt 
tgtcactcag taactagaga gaagccgaat 
tctgcctagg atttctctta tgctttcctt 
cgaagctcgc tttctttcag cctagcaatc 
tggcagttgc tgcacttgcc atgaatatcc 
ctgcgttaga atcctggtaa aatgtctaat 
tgattgaaaa ttagtccttg cgacttggta 
gaaagatcat cacgaacaac atgtctgctc 
ctgaattgga attacaagtt gctcaagctt 
tgaaagctga gttgagacct ttgcaattca 
aatctaaact taagaataat ggagagtaac 
agaatgtttc aatctagaaa agtataaaag 
gactatcgcc tgaaccttga tgctaagcaa 
agtgtttaag aagaagggaa cgatttacta 
gttaattaca atcggtccaa gttctaagcg 
tactggcgtc aactcttcaa atattcaaaa 
cttttttgtt ttccttcttt tatagatcga 
ttttgttcca gtcccatctt tggctggttt 
attggaaaag aaattccaag accgtcatgt 
aaagccatct agaacatcta gacaagtcca 
tgttcatgac aagatcttgg aagacttagt 
tagatatttg gttggtggta acaagatcca 
acaaatcgac tacaaattgg aatctttcca 
aattgttttc gaaattccaa gtgaaactca 



caaacatatg atatggtatt aaaaaatgaa 60 
gaagaaaaaa cagtgcgcgc ggtaattttt 12 0 
gtactccccc ggctagctgg agaccatggc 180 
tcaccaatca ctttgttccg gcgaggcccg 240 
atgttcttgc cagcgtcgta gactactgta 300 
tagtgaagcc tctatgcaat aatccagtta 360 
cttattacat tacagcaacg tattagattt 420 
tatatcttat tttaagaaag ctgaaaggaa 480 
cacaagccaa gattttgtct caagctccaa 54 0 
tcgttgaatt ggaaaattct tctccagaat 600 
agtccatcag agaagtatgt tattaatttg 660 
aaaggaaaaa agtgtgaacg ggacgatacc 72 0 
ataaggacta ggactcaaat gtatttggct 780 
ataccatatc ttcaagaaaa agcctactcc 840 
gatcatgcta tacgcagtaa ggttctgata 900 
gtgtcgtcca tgcatatatc atttacaagt 960 
tatcacctaa tcaaacttac taacattttc 1020 
cgttgctggt ggtaagaagg ctttggccat 1080 
ccacaaggtt caaactaagt tgacccgtga 1140 
catcttcttg gctgaaagaa gaatcttgcc 12 00 
aaagagacca agatccagaa ccttgactgc 12 60 
cttcccaact gaaatcgttg gtaagagagt 1320 
aaaggttttg ttagactcaa aggatgtcca 13 8 0 
agctgtttac aacaaattga ctggtaagca 144 0 
ttag 1474 



<210> 260 
<211> 190 
<212> PRT 

<213> Candida albicans 
<400> 260 

Met Ser Ala Pro Gin Ala Lys He Leu Ser Gin Ala Pro Thr Glu Leu 
15 10 15 

Glu Leu Gin Val Ala Gin Ala Phe Val Glu Leu Glu Asn Ser Ser Pro 
20 25 30 

Glu Leu Lys Ala Glu Leu Arg Pro Leu Gin Phe Lys Ser He Arg Glu 
35 40 45 

He Asp Val Ala Gly Gly Lys Lys Ala Leu Ala He Phe Val Pro Val 
50 55 60 

Pro Ser Leu Ala Gly Phe His Lys Val Gin Thr Lys Leu Thr Arg Glu 
65 70 75 80 



XtMM M3%M :L .1. .JL^ri:-4i::S feci 3l 



263 



Leu Glu Lys Lys 



Arg lie Leu Pro 
100 

Pro Arg Ser Arg 

115 

Leu Val Phe Pro 
130 

Gly Gly Asn Lys 
145 

Gin lie Asp Tyr 



Thr Gly Lys Gin 
180 



Phe Gin Asp Arg 
85 

Lys Pro Ser Arg 



Thr Leu Thr Ala 
120 

Thr Glu lie Val 
135 

lie Gin Lys Val 
150 

Lys Leu Glu Ser 
165 

lie Val Phe Glu 



His Val lie Phe 
90 

Thr Ser Arg Gin 
105 

Val His Asp Lys 



Gly Lys Arg Val 
140 

Leu Leu Asp Ser 
.155 

Phe Gin Ala Val 
170 

lie Pro Ser Glu 
185 



Leu Ala Glu Arg 
95 

Val Gin Lys Arg 
110 

lie Leu Glu Asp 

125 

Arg Tyr Leu Val 



Lys Asp Val Gin 
160 

Tyr Asn Lys Leu 
175 

Thr His 
190 



<210> 261 
<211> 803 

<212> DNA 

<213> Candida albicans 



<400> 261 

acccatttta 

attcccttgt 

tcactctcac 

ctttttcgct 

ttctacaact 

gtacgccgac 

cacctcaact 

ctctggatct 

cactttgctg 

tgtcagtgac 

aacttccaat 

ccagtacgtt 

ttctgttacc 

ttcgaccagt 



caaatttttt 
ttttttttta 
cttagtcgtt 
cttttaacct 
accactttag 
gacaccacta 
tcagccacca 
gtaaccccag 
ctaacccttc 
gaagattcaa 
ggttgcgtcc 
acagtcaccc 
actacctctc 
tggtgaatta 



ttgctatttg 
ttgtttcaat 
ctttatcaac 
tcgcaagttc 
cgcccagcta 
ccttttttgt 
ttaccaatgc 
aatccaccca 
atgactccac 
acaacaaaga 
caatcacaaa 
caaatacgac 
caggtaacgt 
tga 



agccatagta 
tacactacat 
caaaaataaa 
tgtgtcagcg 
ctccttggtg 
cacctcaacg 
ggcctcctcc 
tgaaattacc 
tactttgtct 
tgcaaaggtc 
gtttgtcact 
tacacaatac 
acaatggtac 



cccattaata 
aattaaaaat 
aaaatgcttc 
atttattcaa 
ccccaagaga 
gtctactcca 
tccttgtcca 
tccacctcga 
ccatcatcta 
aagtcctttg 
gtcaccaatg 
gttactgtca 
aacaccactt 



ggtctcgtcc 
cacatcactt 
aatccgttgt 
acaatactgt 
ctaccatatc 
cgagctggtt 
cctcttcggc 
ctatcacgtc 
ctgcagcaag 
aacaggcttc 
agcccgttac 
ccggtgcacc 
cgattactaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

803 



<210> 262 
<211> 100 
<212> PRT 

<213> Candida albicans 
<400> 262 

Met Thr Pro Leu Leu Cys Leu His His Leu Leu Gin Gin Val Ser Val 
1 5 10 15 

Thr Lys lie Gin Thr Thr Lys Met Gin Arg Ser Ser Pro Leu Asn Arg 
20 25 30 



Leu Gin Leu Pro Met Val Ala Ser 
35 40 

Pro Met Ser Pro Leu Pro Ser Thr 
50 55 

His Asn Thr Leu Leu Ser Pro Val 
65 70 

Gin Val Thr Tyr Asn Gly Thr Thr 
85 

Val Gly Glu Leu 
100 



264 

Gin Ser Gin Ser Leu Ser Leu Ser 
45 

Leu Gin Ser Pro Gin lie Arg Leu 
60 

His Leu Leu Leu Pro Leu Pro Leu 
75 80 

Pro Leu Arg Leu Leu lie Arg Pro 
90 95 



<210> 263 
<211> 1255 
<212> DNA 

<213> Candida albicans 

<400> 263 

aactttcgaa atatatactc tgagttcttg 
aacacacgtc ctttaaagat cccctgatag 
gaagtgccaa ttttttccct acatccaagc 
ttttcttttt tatttccaga gaagtacaat 
cgagaaacgc tccggtacgc ctaggctcac 
gataggcata ctgtgggaga gcggcactag 
acgcacgctc ttttgcaaaa atatccatta 
taagatttcg caattttggg ctggattatt 
gtacgaacta agtagccaag atgttgatgc 
acttattcca aggtatgttt tagaataact 
aagcgaggga agttatgcgt atacacagta 
tcaaacacac agatggatac catgcatatg 
tggattacat agaagaaatt acaaggaacc 
aggccatcga ccctggagac gtatgaaata 
cggtaaaact gttttacgcg gagatccaac 
ctatatgatc tttttactaa cttatcttca 
ctcctatgat aatttctttt tttatacaga 
ccaagccaag cacgaagaaa ttgacaccaa 
cttgacttct aagggttacg tcaagactca 
gactgaagaa ggtgttgaat acttgagaga 
aggtacctac attcaagaaa gaaacccaac 



ctccccgttt tgtacgatgt tcctaatgca 60 
gtttcattaa aggcaacttc catacacgtt 120 
attctgggtt tgtatgggtg ttacaccggt 180 
tttaggcggg tttcaaattt cccctgtgtg 24 0 
tccggtcctt ctccccattt ctatcagcgc 3 00 
ggagaccggt gggaagcacc gtatctagta 3 60 
attgcatgta acttagatta acactggtat 420 
aaggtcgagt agcaaagttt agcaagaaca 480 
caaaggaaga cagaaacaag atccaccaat 540 
ttcagaaagc atgaagatac acggaaagtc 60 0 
gcggtagtgt gcattcacat acacgatgtt 660 
aggttaaagg atttcttatg aatatattag 720 
gtgtgacgac attttcgaaa ggacagcaca 780 
tggtatacgt cctatatttg ggcaagaaaa 840 
ttttgatcct taccgagtac cacgaatcat 900 
atttcaacgg agagatgtaa acatcattct 960 
aggtgttgtt gtcgccaaga aggatttcaa 102 0 
gaacttgtat gtcattaagg ctttacaatc 1080 
attctcatgg caatactact actacacctt 1140 
atacttgaac ttgccagaac acattgttcc 1200 
tcaaagacca caaagaagat attaa 12 55 



<210> 264 
<211> 105 
<212> PRT 

<213> Candida albicans 
<400> 264 

Met Leu Met Pro Lys Glu Asp Arg Asn Lys lie His Gin Tyr Leu Phe 
15 10 15 

Gin Glu Gly Val Val Val Ala Lys Lys Asp Phe Asn Gin Ala Lys His 
20 25 30 



265 



Glu Glu lie Asp Thr Lys Asn Leu Tyr Val lie Lys Ala Leu Gin Ser 

35 40 45 

Leu Thr Ser Lys Gly Tyr Val Lys Thr Gin Phe Ser Trp Gin Tyr Tyr 
50 55 60 

Tyr Tyr Thr Leu Thr Glu Glu Gly Val Glu Tyr Leu Arg Glu Tyr Leu 
65 70 75 80 

Asn Leu Pro Glu His lie Val Pro Gly Thr Tyr lie Gin Glu Arg Asn 
85 90 95 

Pro Thr Gin Arg Pro Gin Arg Arg Tyr 
100 105 



<210> 265 
<211> 1432 
<212> DNA 

<213> Candida albicans 

<400> 265 

tatttacaag ctagataaaa aaaaaatcaa atagcaagct attctgtcat atcttaaggt 60 
gctgattgtt tgtaggcacg aagtaaacaa gctcttcccc aaaacaataa atacggtttt 12 0 
cgggactgtt cacccgtaca ttttacgttt ccgacggcgc gatgctatct ttgaattttt 180 
atctctttca ggtaacccca tgaccagtag ggcggcttac taccgaagag aaaaatgtcc 240 
gcggcctaga cagttacttc ccaggccagg gccaggccac acggacagag gcagattcca 300 
agttgttccg catagtctgt ctagctcttt ctcaattttc cgccagattc tgtctaattt 360 
ctttccgctc gagttggcaa cagtacgaag aagtaactct aatagataga tataaccgtt 420 
tttgagggca ttatttttgc agaagataat agaagagaac cgtaacaaag gaatcaagca 4 80 
aagaaaaagt atgtaataga atgtattgta tgcttgtgga atgaatgtca atgtagctat 54 0 
tttatatggt gagctcaaat tgaatgaaca tatcgtggaa atttaaaata ctgaagaata 6 00 
cccaataagt caatgcaacc tgtgaatgtt tttcctgaaa tacgccgaat actgaatacg 660 
attattacca taaattgctt ctagaaggaa ggcggtgtac catttaatac tgatgatatg 720 
gttaatatca tttgagaagt cttcacatga ggactataga actaccatcc aggaattata 780 
gaggaaatta actgaatcag agatctattt tgaaacattc atttacatgt aattgtctgc 840 
aataaagcaa tatttttgaa atatgcaagt ttactaacaa gaataaattc ttttttgatt 900 
tttatcttta acagtggctc atttcaaaga ataccaagtc attggtcgtc gtttaccaac 960 
tgaatccgtt ccagaaccaa agttgttcag aatgagaatt tttgcttcaa atgaagtcat 102 0 
cgccaagtct cgttactggt atttcttgca aaaattgcac aaggttaaga aggcttctgg 1080 
tgaaattgtt tccatcaacc aaatcaacga agctcaccca accaaggtca agaacttcgg 1140 
tgtttgggtt agatacgatt ccagatctgg tactcacaac atgtacaagg aaatcagaga 12 00 
cgtatccaga gttgctgccg tcgaaacctt ataccaagac atggctgcta gacacagagc 1260 
tagatttaga tctattcaca tcttgaaggt tgctgaaatt gaaaagactg ctgatgtcaa 1320 
gagacaatac gtcaagcaat tcttgaccaa ggatttaaaa ttcccattac ctcacagagt 13 8 0 
ccaaaaatct accaagactt tctcttacaa gagaccatca accttctact aa 1432 



<210> 266 

<211> 174 

<212> PRT 

<213> Candida albicans 



<400> 266 

Met Tyr Leu Ala His Phe Lys Glu Tyr Gin Val lie Gly Arg Arg Leu 



266 



10 



15 



Pro Thr Glu Ser Val Pro Glu Pro Lys Leu Phe Arg Met Arg lie Phe 
20 25 30 

Ala Ser Asn Glu Val lie Ala Lys Ser Arg Tyr Trp Tyr Phe Leu Gin 
35 40 45 

Lys Leu His Lys Val Lys Lys Ala Ser Gly Glu He Val Ser He Asn 
50 55 60 

Gin He Asn Glu Ala His Pro Thr Lys Val Lys Asn Phe Gly Val Trp 
65 70 75 80 

Val Arg Tyr Asp Ser Arg Ser Gly Thr His Asn Met Tyr Lys Glu He 
85 90 95 

Arg Asp Val Ser Arg Val Ala Ala Val Glu Thr Leu Tyr Gin Asp Met 
100 105 HO 

Ala Ala Arg His Arg Ala Arg Phe Arg Ser He His He Leu Lys Val 
115 120 125 

Ala Glu He Glu Lys Thr Ala Asp Val Lys Arg Gin Tyr Val Lys Gin 
130 135 140 

Phe Leu Thr Lys Asp Leu Lys Phe Pro Leu Pro His Arg Val Gin Lys 
145 150 155 160 

Ser Thr Lys Thr Phe Ser Tyr Lys Arg Pro Ser Thr Phe Tyr 
165 170 



<210> 267 
<211> 932 
<212> DNA 

<213> Candida albicans 



<400> 267 

cttcttacaa 

cgcacctcgt 

acatcttggc 

agaaatccag 

acatttccat 

caagcaaact 

tatgtcatct 

tcaaaactct 

atatattatt 

ctgttgttga 

ccgctttggt 

gaggtgaagc 

tggttgaagg 

ctaagcaatt 

aggttgtcgg 

ccatgatcat 



gttaatgaat 
tattgaggta 
atattaaatg 
tactgtttac 
tgtggaatca 
tacaatttgc 
cttatcacaa 
tcacggagca 
gagaagaaaa 
acaaactgcc 
tcacgatggt 
tttattggtt 
tttggctaac 
aggtgaatgg 
tgcctccgtt 
ggaacacttc 



agtatatata 
ttgcgaatgt 
gttatttcgg 
cattgtgcat 
ttttattttt 
aaaatttcat 
caggtctata 
gtttaattat 
atgtctgacg 
gaagttacta 
ctagctagag 
gttttggtca 
gacccagaaa 
gctggtttgg 
gttgttgtca 
tcccaacaat 



tgtaaaaaaa 
agcagttgaa 
ggtttgtttc 
ccgtacattt 
ttcagaatac 
cgaattctcc 
agtgttcctt 
cttactgtcg 
ttgaagaagt 
tcgaagatgc 
gtttgagaga 
gctctgttac 
acaaggttcc 
gtaagatcga 
agaactgggg 



aattctgctt 
taagcaaaga 
ggctcaacgg 
gatttgttta 
cttacccgca 
gcaggacata 
gttcaattgt 
aagaagtcaa 
cgttgaagtt 
tttgaaggtt 
atctaccaag 
tgaagctaac 
attgatcaag 
ccgtgaaggt 
tgctgaaact 



catgtatata 
cgaggtttgt 
tgatataaaa 
caacatcttc 
agcaaacttt 
ttataaaagt 
ttttcccaat 
aaactagact 
caagaagaaa 
gttttgagaa 
gctttaacca 
attatcaagt 
gttgctgatg 
aacgccagaa 
gatgaattgt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

932 
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<210> 268 
<211> 143 
<212> PRT 

<213> Candida albicans 

<400> 268 

Met Ser Asp Val Glu Glu Val Val Glu Val Gin Glu Glu Thr Val Val 
15 10 15 

Glu Gin Thr Ala Glu Val Thr lie Glu Asp Ala Leu Lys Val Val Leu 
20 25 30 

Arg Thr Ala Leu Val His Asp Gly Leu Ala Arg Gly Leu Arg Glu Ser 
35 40 45 

Thr Lys Ala Leu Thr Arg Gly Glu Ala Leu Leu Val Val Leu Val Ser 
50 55 60 

Ser Val Thr Glu Ala Asn lie lie Lys Leu Val Glu Gly Leu Ala Asn 
65 70 75 80 

Asp Pro Glu Asn Lys Val Pro Leu lie Lys Val Ala Asp Ala Lys Gin 

85 90 95 

Leu Gly Glu Trp Ala Gly Leu Gly Lys lie Asp Arg Glu Gly Asn Ala 
100 105 110 

Arg Lys Val Val Gly Ala Ser Val Val Val. Val Lys Asn Trp Gly Ala 
115 120 125 

Glu Thr Asp Glu Leu Ser Met lie Met Glu His Phe Ser Gin Gin 
130 135 140 



<210> 269 

<211> 800 

<212> DNA 

<213> Candida albicans 



<400> 269 

ggttaggggc 

ctatgcaaag 

ctgggataag 

aaaataatct 

tttatctata 

tccgcagaaa 

gcatgtatta 

gtaacttagc 

tacggggttt 

ggatactgaa 

aacaacaatt 

gatctctcga 

agaattgtgg 

gtaggggtgc 



caagattacg 
ttggatccaa 
ccagtttccg 
cttcgtacta 
tcttatttat 
aaaaatcaag 
tatgtatagc 
gtttcttccg 
tcctgttgcg 
taacctgtta 
gctgaagaca 
tattaatgga 
cagggatgtg 
tagacgttga 



ttccagcttt 
ctaacgacga 
tcaatggcga 
tccttcatgt 
gacgcaatat 
ttttcctttt 
agtgatttgc 
ttgagcagag 
atgaccgaag 
accacattga 
agatatccgg 
ctacagaagc 
tccgcaaaca 



cgatgtcgca 
cgacaaagaa 
accaaaggaa 
cgccttttat 
agggtaacag 
cgtatcttgg 
ttattttctt 
cagtataata 
aaactattac 
tccaggacat 
atcttcgcag 
aacaagagtc 
gactagcagc 



ccagattggg 
ttcatcaata 
attgttgacg 
tataaagtat 
agtttttctg 
attattgtta 
gattctgagg 
atccttcaaa 
tatagattct 
tgtagctcgg 
ttattatttc 
ctctcagtat 
tcatttacag 



aatcttacga 
acatgtgggc 
gtaaggtctt 
gctaggtagt 
ctctgaaact 
tataatagat 
aatcgaagaa 
ttctttaggt 
atttcaaatg 
gaaaccactc 
gacccgaacg 
attcactgtg 
agatgtttga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

800 
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<210> 270 
<211> 99 
<212> PRT 

<213> Candida albicans 
<400> 270 

Met Thr Glu Glu Thr lie Thr lie Asp Ser lie Ser Asn Gly lie Leu 
1 5 10 . 15 

Asn Asn Leu Leu Thr Thr Leu lie Gin Asp He Val Ala Arg Glu Thr 
20 25 30 

Thr Gin Gin Gin Leu Leu Lys Thr Arg Tyr Pro Asp Leu Arg Ser Tyr 
35 40 45 

Tyr Phe Asp Pro Asn Gly Ser Leu Asp He Asn Gly Leu Gin Lys Gin 
50 55 60 

Gin Glu Ser Ser Gin Tyr He His Cys Glu Asn Cys Gly Arg Asp Val 
65 70 75 80 

Ser Ala Asn Arg Leu Ala Ala His Leu Gin Arg Cys Leu Ser Arg Gly 
85 90 95 

Ala Arg Arg 



<210> 271 
<211> 1605 
<212> DNA 

<213> Candida albicans 

<400> 271 

gtaagcagaa gccggaagaa gacaagaggt 
ttctcattga acccatacat ttcaactatt 
tgtcatcgac gcgccggagc atcggaaagt 
ggggccgtgc attctgtagg caggaagcca 
attggcgtaa ttccacgctc ctctatcgat 
cgttggagga atgccgctac ctaggtaagt 
-taggaacatc atgatgctgc agtttctttg 
agtggttaat gcttattcgt cattgaattt 
gtgaagacag actatacatc atgaaggtat 
gagaacttta tatgtggaaa aatggcatga 
accagacgtc gtaaagattt tagaaatttt 
actaattgat gcgtttgtgg cgttattttt 
tactacaaac cgtgaaattg aagcagttca 
gctttttcat cttccactta ataatttctc 
ttaattttgc aatagtatac taacaaattt 
ttgaacattt cttacccagt taacgggtct 
cgtattcgtg ttttcttcga caagagaatc 
gacgaattca agggttacgt cttcaagatc 
atgaagcaag gtgttttgtt gccaactaga 
tgttacagac caagacgtga tggtgaaaga 
ggtccagatt tggctgtctt ggctttggtc 



tcattcagag aaaacatccg tacattcgag 60 
tttacatagt tcgtttttca tgtgtaaaat 120 
tggaacgtgc gcgattgcac caatcccact 180 
ctggacactc tgcccgttcc cacttggaag 240 
tctagcggga aagttatctc tcctggtaag 3 00 
ctactgggtg ggaattccag taccgacgtc 360 
aaatttcata tacagtgtta ccaaggataa 42 0 
ttatatttgc ttaagagaag tgacaaaaga 480 
gatttatgat actattattg aggggcaaca 540 
aagtttgaaa gtgagaaaga actaaacaga 600 
ttatggaaag aagcaggaag actaccatat 66 0 
aaacaaacag agcgggttta catatactgt 72 0 
tatacttgga gtatagtcaa taaaagacaa 780 
tagagtaata aacttcaccc tattcaaaca 840 
tcttaataac ctgttgaaaa tttaaaatag 900 
caaaagacct tcgaaattga tgatgaacac 960 
ggtcaagaag tcgatggtga agccgttggt 102 0 
tctggtggta acgacaaaca aggtttccca 1080 
atcaagttgt tgttgaccaa gaacgtttct 1140 
aagagaaagt ccgtcagagg tgccattgtt 1200 
attgtcaaga agggtgagca agaattggaa 12 60 



i 0101300 .:ia: a*. 13 i 
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ggtctaactg acactactgt tccaaagaga ttgggtccaa agagagctaa caacatcaga 132 
aagttcttcg gtttgtccaa ggaagatgac gttcgtgatt tcgtcatcag aagagaagtc 138 
accaagggtg aaaagactta caccaaggct ccaaagatcc aaagattggt tactcctcaa 144 
agattgcaaa gaaagagaca ccaaagagct ttgaaggtca gaaacgctca agctcaaaga 150 
gaagctgctg ccgaatacgc tcaattgttg gctaagagat tgtctgaaag aaaggctgag 156 
aaggctgaaa tcagaaagag aagagcttct tctttgaagg cttaa 160 



<210> 272 
<211> 236 
<212> PRT 

<213> Candida albicans 

<400> 272 

Met Lys Leu Asn lie Ser Tyr Pro Val Asn Gly Ser Gin Lys Thr Phe 
15 10 15 

Glu He Asp Asp Glu His Arg He Arg Val Phe Phe Asp Lys Arg He 
20 25 30 

Gly Gin Glu Val Asp Gly Glu Ala Val Gly Asp Glu Phe Lys Gly Tyr 
35 40 45 

Val Phe Lys He Ser Gly Gly Asn Asp Lys Gin Gly Phe Pro Met Lys 
50 55 60 

Gin Gly Val Leu Leu Pro Thr Arg He Lys Leu Leu Leu Thr Lys Asn 
65 70 75 80 

Val Ser Cys Tyr Arg Pro Arg Arg Asp Gly Glu Arg Lys Arg Lys Ser 
85 90 95 

Val Arg Gly Ala He Val Gly Pro Asp Leu Ala Val Leu Ala Leu Val 
100 105 110 

He Val Lys Lys Gly Glu Gin Glu Leu Glu Gly Leu Thr Asp Thr Thr 
115 120 125 

Val Pro Lys Arg Leu Gly Pro Lys Arg Ala Asn Asn He Arg Lys Phe 
130 135 140 

Phe Gly Leu Ser Lys Glu Asp Asp Val Arg Asp Phe Val He Arg Arg 
145 150 155 160 

Glu Val Thr Lys Gly Glu Lys Thr Tyr Thr Lys Ala Pro Lys He Gin 
165 170 175 

Arg Leu Val Thr Pro Gin Arg Leu Gin Arg Lys Arg His Gin Arg Ala 
180 185 190 

Leu Lys Val Arg Asn Ala Gin Ala Gin Arg Glu Ala Ala Ala Glu Tyr 
195 200 205 

Ala Gin Leu Leu Ala Lys Arg Leu Ser Glu Arg Lys Ala Glu Lys. Ala 
210 215 220 

Glu He Arg Lys Arg Arg Ala Ser Ser Leu Lys Ala 



270 



225 230 235 



<210> 273 
<211> 4331 
<212> DNA 

<213> Candida albicans 

<400> 273 

gtctcagtga tgcaatcatc atggcacggg cattaattaa ggttaaggaa ccacttctct 60 
acgccatact ccaaacaata acaatattag acctagccaa ttgataccca tgagcgtgca 120 
gtcattgcca tggattattc atctcttttc gctgttctct ttcttttcaa gtttgtcatc 180 
atcatgcctt cacttttgcc tttccatctt tctttttgct gcaaaataaa gggaagaggg 240 
gtaaaaacgc aaggaagaac aagaagaaga gggtagtgca agaaaaagaa aagaagaaaa 3 00 
aaaaaaaaaa gtaatcttga taccgtgagc aaataagcta acggaaagcg taagaaagaa 3 60 
gagcgtgttt tgggaaataa caccacagca taaagctaaa attcagttta tataatctat 420 
agtagtccta tagaaattgc gaataacgga aacaatagtc caccaaagca agcataggga 4 80 
gtggagatag catctaggtt atgataacta acaccgagtt cgatgtgccc gtagattggt 54 0 
tgtataaagg taagagtaga cggaagacaa atacgaagcc atcgaggcct tctacgtcgc 600 
cagcctcctc ttcatctacg tcctcttcga aaaacggaga caatagcacg agtggtaaca 660 
ggtctagcaa tgataagcct cgtgcgaggt cgtcatctgt atccaatgca gcactttgta 72 0 
atactgagaa accagatttg aagaggaacg atggtaatac ctctgcatca gacactgata 780 
acataccgct acttactcct attaatagcg gtaaccggag cgattccgct gacattgata 840 
atccggctac cgtagacgcc atagacctta tagataatga tgacaacggc tcaagtactc 900 
aatttgtaag gaaaaaacgt tccacttcta tatccaatgc tgtggtctcg tccaaaccaa 960 
gactggccag ttctgccata aacgccaccg catcttcttc tgttggcaag ggaaagcacc 1020 
cgccaatttc ttcaccatct aatgctactc tcaagagaag caactcgact agtggagaaa 1080 
agactaaaag gtcgattttt ggatctttgt ttagcaaacg gtctacctct tcttcagctt 1140 
ccactgccaa gaaaccatta cctgttgtta atactagcac gactgagaat gagtctggtg 12 00 
gcattaaagc agttgcgact cctgatccac gggtgaagga gatatcatca ccaatgagag 1260 
gsgtggcacc aacagctagc aagccacaga cacctatact cccctcccct gcacttgcag 1320 
taaaagacct atctacagtt tcattgaaaa gggtctcgtt tgccgtcgat aaattcgaat 13 80 
ccgatcctcc ccaacaactt ccttcaagaa ccccaaaaaa gggaaacatc cttatccctg 1440 
atgacatgat aagcgaggtt ccttctattt ccgtgggtat ttccagtagc aaccaatcgg 1500 
ccaagtcaac caattccaac attaagggac cgttgtacac taagaagtct aaagaatata 1560 
tactcgccct ggaaaatcaa aagttggctt taagggaggc tgctaagcat cagcaagaag 162 0 
ctcattttgc tgctaataga atagcctttg aagtagccaa ttttaagact gcttcggatg 1680 
caggcggtaa gcttactgaa aagtcatcag aaggcaccat tacgaagcaa agagaagagg 174 0 
tgtcacctcc aaatgttgaa gctgatcggg agcttgagaa taataaactt gcagaaaacc 1800 
tctcaaaagc cggcattgat aagcccattc atatgcatga gcactatttc aaggaacctg 1860 
atcaagataa gtaccaagac ggtcattcta ttgaaaataa cgaagttacg ctggatgtta 1920 
tttacacaag atgctgccat ttaagggaaa ttttacccat tccgtctacc ctaagacaag 1980 
taaaggacaa gacagctccc ttgcaaatat tgaagttttt gaaccctaag cctaccttga 2040 
tcgatattct ttccttttgt gatttcatca ccattgctcc cattcacacg attgttttcg 2100 
acaatgtagc tttaaaccag gatatgttca gaataattat ttctgctttg gtaaactcca 2160 
cagttttgga caaattgagt ttaagaaatg tacgaatcga ccaagatgga tggaaattac 222 0 
tatgtaagtt ccttttgcta aacaaatcac tgaacaagct cgacatttcc caaacgaaaa 22 80 
tcaaatctga ccttgctgaa tcactatatc gccataacat ggattggaac ttgtttactg 2340 
acgtcttgtc tcagagatct cacaaaccta tagaagaatt gttattcaat ggtattcaat 2400 
ttagcaaaat tccttactca tgctttgcac gtttactgac atcctttgct acccaaaaaa 2460 
actttccaga atcgggcatc aggcttggtt tagcaggtgc cactacttcc aatatctctc 2520 
sggattgtct gaaatttatc ttcaattgga tgtctcaata taacgtccag ggtgtggatc 2580 
tagcgtttaa tgatctgtcc actatgatta agccaatggt tggtaaacta tctgctctat 2 64 0 
catatgataa cttaagatat ttcattttga acagcactaa tatttcgact tcttatgatt 2700 
tagctttgct cttgaaatat ctttctaagt tgcctaactt gatttttttg gatttgagta 2760 
atttgtcgca atgctttcct gacattttac cctacatgta caagtattta ccaagatttc 2820 
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cgaacctgaa gaggatacat ttggatagca 
tttgtaatat tttgattaag tgcaaatcgc 
ttgaaaactt ctatctaatg aacggcacag 
gcgacttgga tagttcgagc acattggacg 
catccacact ttacgcattt gctagagact 
atgatttgat atcagaagag attcaatcaa 
aacggaccat ggattcgact ttccagttag 
tcgatggctc tttagtaact atgaccgctg 
gcgataagag tacaaaggtc aaaaaagaca 
ttgaaaagtt ccatatcttg caccataatg 
aaaggaaatc aggtgaattg ccattgcaag 
tggaacaaaa cttatgcaat atactagaat 
tccttggatc cagcagggat gattcgaagg 
taccagcatt gaagcacgtt gaatccggat 
agaatgatgt aattacagca agaccacatt 
acgttttcac aggcaaacca ttggtgttca 
gtaaaaagca ggaagaagaa gaaggtgaac 
agaggtcttt ataccctgaa aatgaatcaa 
cgcctatcaa cacagaaaca gctggtaagt 
acaatgaaac tgctaccact agtttattta 
ttccatccgg tgctgtctta agatcggcaa 
atgatttgat tcagaacgtt aactccaaca 
ccattcagaa tagcgcttcg acatttacac 
ataccgataa aggatccgta gaaacattgc 
aagtcaaagt cactgctacc tatgacaaac 
tcagactttg a 



ataatttgac attaaaggaa ctagctgtcg 2 8 80 
tctcgcatgt gtcaatgact aatcaaaacg 2 940 
attctcccgt tcaacaaact aacacagacg 3 0 00 
ttaagggcca atttgctaaa aatagttttt 3060 
ctccaaactt gattggttta gattttgact 3120 
gaatagcact gtgcttgatg agaaatatga 3180 
atgaattgga ttcgcaagat gatttgctat 3240 
aaagtgtttt agaaaaactg aacttgttaa 3300 
ccacgaagag atatttgctg aaaaaatata 3 3 60 
ttcagcatac aatagatact atgttcgaaa 3420 
aaaaagaaaa ccttgtaaga ttactccttt 3480 
tgttttcgca taatccgaat ctgaatgatg 3540 
aaagtgttga ctccagcgaa gattcaaaat 3 6 00 
accatgttcc cgaagaaaaa atacaacctg 3660 
taatggccac cgattctggt aaaactattg 3 72 0 
agcatacatc atetagtact tctgtaggtt 3780 
tacataaatg gggtttcttc gttcagcagc 3840 
caaggcagac accttttgca tcaggtgata 3900 
caacttcatc tccttcagtt tcaacttcta 3960 
gcccagctaa tcctaagatt ttaccaaaaa 402 0 
tcatgaaggc taaaggtatt gattctatcg 4080 
acatagaatt ggagaacatt tatggtgaat 414 0 
caggcgtgga ttctgatgta tctgcgccca 4200 
ctgcagtctc aactgacgac ccaaattgtg 4260 
tattaaataa tttgtcgatg gagaggtcaa 4320 

4331 



<210> 274 
<211> 1276 
<212> PRT 

<213> Candida albicans 
<400> 274 

Met He Thr Asn Thr Glu Phe Asp Val Pro Val Asp Trp Leu Tyr Lys 
15 10 15 

Gly Lys Ser Arg Arg Lys Thr Asn Thr Lys Pro Ser Arg Pro Ser Thr 
20 25 30 

Ser Pro Ala Ser Ser Ser Ser Thr Ser Ser Ser Lys Asn Gly Asp Asn 
35 40 45 

Ser Thr Ser Gly Asn Arg Ser Ser Asn Asp Lys Pro Arg Ala Arg Ser 
50 55 60 

Ser Ser Val Ser Asn Ala Ala Leu Cys Asn Thr Glu Lys Pro Asp Leu 
65 70 75 80 

Lys Arg Asn Asp Gly Asn Thr Ser Ala Ser Asp Thr Asp Asn He Pro 
85 90 95 

Leu Leu Thr Pro He Asn Ser Gly Asn Arg Ser Asp Ser Ala Asp He 
100 105 110 



Asp Asn Pro Ala 
115 



Thr Val Asp Ala He Asp Leu He Asp Asn Asp Asp 
120 125 
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Asn Gly Ser Ser Thr Gin Phe Val Arg Lys Lys Arg Ser Thr Ser lie 

130 135 140 

Ser Asn Ala Val Val Ser Ser Lys Pro Arg Leu Ala Ser Ser Ala lie 
145 150 155 160 

Asn Ala Thr Ala Ser Ser Ser Val Gly Lys Gly Lys His Pro Pro lie 
165 170 175 

Ser Ser Pro Ser Asn Ala Thr Leu Lys Arg Ser Asn Ser Thr Ser Gly 
180 185 190 

Glu Lys Thr Lys Arg Ser lie Phe Gly Ser Leu Phe Ser Lys Arg Ser 
195 200 205 

Thr Ser Ser Ser Ala Ser Thr Ala Lys Lys Pro Leu Pro Val Val Asn 
210 215 220 

Thr Ser Thr Thr Glu Asn Glu Ser Gly Gly lie Lys Ala Val Ala Thr 
225 230 235 240 

Pro Asp Pro Arg Val Lys Glu lie Ser Ser Pro Met Arg Gly Val Ala 

245 250 255 

Pro Thr Ala Ser Lys Pro Gin Thr Pro lie Leu Pro Ser Pro Ala Leu 
260 265 270 

Ala Val Lys Asp Leu Ser Thr Val Ser Leu Lys Arg Val Ser Phe Ala 
275 280 285 

Val Asp Lys Phe Glu Ser Asp Pro Pro Gin Gin Leu Pro Ser Arg Thr 
290 295 300 

Pro Lys Lys Gly Asn lie Leu lie Pro Asp Asp Met lie Ser Glu Val 
305 310 315 320 

Pro Ser lie Ser Val Gly lie Ser Ser Ser Asn Gin Ser Ala Lys Ser 
325 330 335 

Thr Asn Ser Asn lie Lys Gly Pro Leu Tyr Thr Lys Lys Ser Lys Glu 
340 345 350 

Tyr lie Leu Ala Leu Glu Asn Gin Lys Leu Ala Leu Arg Glu Ala Ala 

355 360 365 

Lys His Gin Gin Glu Ala His Phe Ala Ala Asn Arg lie Ala Phe Glu 
370 375 380 

Val Ala Asn Phe Lys Thr Ala Ser Asp Ala Gly Gly Lys Leu Thr Glu 
385 390 395 400 

Lys Ser Ser Glu Gly Thr Xle Thr Lys Gin Arg Glu Glu Val Ser Pro 
405 410 415 



Pro Asn Val Glu Ala Asp Arg Glu Leu Glu Asn Asn Lys Leu Ala Glu 
420 425 430 
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Asn Leu Ser Lys Ala Gly lie Asp Lys Pro lie His Met His Glu His 
435 440 445 

Tyr Phe Lys Glu Pro Asp Gin Asp Lys Tyr Gin Asp Gly His Ser He 
450 455 460 

Glu Asn Asn Glu Val Thr Leu Asp Val He Tyr Thr Arg Cys Cys His 
465 470 475 480 

Leu Arg Glu He Leu Pro He Pro Ser Thr Leu Arg Gin Val Lys Asp 
485 490 495 

Lys Thr Ala Pro Leu Gin He Leu Lys Phe Leu Asn Pro Lys Pro Thr 
500 505 510 

Leu He Asp He Leu Ser Phe Cys Asp Phe He Thr He Ala Pro He 
515 520 525 

His Thr He Val Phe Asp Asn Val Ala Leu Asn Gin Asp Met Phe Arg 
530 535 540 

He He He Ser Ala Leu Val Asn Ser Thr Val Leu Asp Lys Leu Ser 
545 550 555 560 

Leu Arg Asn Val Arg He Asp Gin Asp Gly Trp Lys Leu Leu Cys Lys 
565 570 575 

Phe Leu Leu Leu Asn Lys Ser Leu Asn Lys Leu Asp He Ser Gin Thr 
580 585 590 

Lys He Lys Ser Asp Leu Ala Glu Ser Leu Tyr Arg His Asn Met Asp 
595 600 605 

Trp Asn Leu Phe Thr Asp Val Leu Ser Gin Arg Ser His Lys Pro He 
610 615 620 

Glu Glu Leu Leu Phe Asn Gly He Gin Phe Ser Lys He Pro Tyr Ser 
625 630 635 640 

Cys Phe Ala Arg Leu Leu Thr Ser Phe Ala Thr Gin Lys Asn Phe Pro 
645 650 655 

Glu Ser Gly He Arg Leu Gly Leu Ala Gly Ala Thr Thr Ser Asn He 
660 665 670 

Ser Gin Asp Cys Leu Lys Phe He Phe Asn Trp Met Ser Gin Tyr Asn 
675 680 685 

Val Gin Gly Val Asp Leu Ala Phe Asn Asp Leu Ser Thr Met He Lys 
690 695 700 

Pro Met Val Gly Lys Leu Ser Ala Leu Ser Tyr Asp Asn Leu Arg Tyr 
705 710 715 720 

Phe He Leu Asn Ser Thr Asn He Ser Thr Ser Tyr Asp Leu Ala Leu 
725 730 735 
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Leu Leu Lys Tyr Leu Ser Lys Leu Pro Asn Leu lie Phe Leu Asp Leu 

740 745 750 

Ser Asn Leu Ser Gin Cys Phe Pro Asp lie Leu Pro Tyr Met Tyr Lys 
755 760 765 

Tyr Leu Pro Arg Phe Pro Asn Leu Lys' Arg lie His Leu Asp Ser Asn 
770 775 780 

Asn Leu Thr Leu Lys Glu Leu Ala Val Val Cys Asn lie Leu lie Lys 
785 790 795 800 

Cys Lys Ser Leu Ser His Val Ser Met Thr Asn Gin Asn Val Glu Asn 
805 810 815 

Phe Tyr Leu Met Asn Gly Thr Asp Ser Pro Val Gin Gin Thr Asn Thr 
820 825 830 

Asp Gly Asp Leu Asp Ser Ser Ser Thr Leu Asp Val Lys Gly Gin Phe 
835 840 845 

Ala Lys Asn Ser Phe Ser Ser Thr Leu Tyr Ala Phe Ala Arg Asp Ser 

850 ^ 855 860 

Pro Asn Leu lie Gly Leu Asp Phe Asp Tyr Asp Leu lie. Ser Glu Glu 
865 870 875 880 

lie Gin Ser Arg lie Ala Leu Cys Leu Met Arg Asn Met Lys Arg Thr 
885 890 895 

Met Asp Ser Thr Phe Gin Leu Asp Glu Leu Asp Ser Gin Asp Asp Leu 
900 905 910 

Leu Phe Asp Gly Ser Leu Val Thr Met Thr Ala Glu Ser Val Leu Glu 
915 920 925 

Lys Leu Asn Leu Leu Ser Asp Lys Ser Thr Lys Val Lys Lys Asp Thr 
930 935 940 

Thr Lys Arg Tyr Leu Leu Lys Lys Tyr lie Glu Lys Phe His lie Leu 
945 950 955 960 

His His Asn Val Gin His Thr lie Asp Thr Met Phe Glu Lys Arg Lys 

965 970 975 

Ser Gly Glu Leu Pro Leu Gin Glu Lys Glu Asn Leu Val Arg Leu Leu 
980 985 990 

Leu Leu Glu Gin Asn Leu Cys Asn lie Leu Glu Leu Phe Ser His Asn 
995 1000 1005 

Pro Asn Leu Asn Asp Val Leu Gly Ser Ser Arg Asp Asp Ser Lys Glu 
1010 1015 1020 



Ser Val Asp Ser Ser Glu Asp Ser Lys Leu Pro Ala Leu Lys His Val 
1025 1030 1035 1040 
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Glu Ser Gly Tyr His Val Pro Glu Glu Lys lie Gin Pro Glu Asn Asp 
1045 1050 1055 

Val lie Thr Ala Arg Pro His Leu Met Ala Thr Asp Ser Gly Lys Thr 
1060 1065 1070. 

lie Asp Val Phe Thr Gly Lys Pro Leu Val Phe Lys His Thr Ser Ser 
1075 1080 1085 

Ser Thr Ser Val Gly Cys Lys Lys Gin Glu Glu Glu Glu Gly Glu Leu 
1090 1095 1100 

His Lys Trp Gly Phe Phe Val Gin Gin Gin Arg Ser Leu Tyr Pro Glu 
1105 1110 1115 , 1120 

Asn Glu Ser Thr Arg Gin Thr Pro Phe Ala Ser Gly Asp Thr Pro lie 
1125 1130 1135 

Asn Thr Glu Thr Ala Gly Lys Ser Thr Ser Ser Pro Ser Val Ser Thr 
1140 1145 1150 

Ser Asn Asn Glu Thr Ala Thr Thr Ser Leu Phe Ser Pro Ala Asn Pro 
1155 1160 1165 

Lys lie Leu Pro Lys lie Pro Ser Gly Ala Val Leu Arg Ser Ala lie 
1170 1175 1180 

Met Lys Ala Lys Gly lie Asp Ser lie Asp Asp Leu lie Gin Asn Val 
1185 1190 1195 1200 

Asn Ser Asn Asn lie Glu Leu Glu Asn lie Tyr Gly Glu Ser lie Gin 
1205 1210 1215 

Asn Ser Ala Ser Thr Phe Thr Pro Gly Val Asp Ser Asp Val Ser Ala 
1220 1225 1230 

Pro Asn Thr Asp Lys Gly Ser Val Glu Thr Leu Pro Ala Val Ser Thr 
1235 1240 1245 

Asp Asp Pro Asn Gys Glu Val Lys Val Thr Ala Thr Tyr Asp Lys Leu 
1250 1255 1260 

Leu Asn Asn Leu Ser Met Glu Arg Ser lie Arg Leu 
1265 1270 1275 



<210> 275 
<211> 1262 
<212> DNA 

<213> Candida albicans 



<400> 275 

aaacaaagcg atttgagtat tacgttaaga 
tcaaacagca ttatatcgct accaacaggt 
ggtatgaaaa tttaaaaata tataataaca 



tctccatttg ctatgctaaa tcctgcctac 60 
gtggtcaaga ggtcattgac tcttcctgtc 120 
taagtttgca ttcattaata ttaatataaa 180 
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tcaacgtatc aaccataaga accataatca 
ccttttatca ccatcgacga taacaaacgc 
cgcaatatca gaatcgttta tcccaaaggg 
tgtttcttta acttattccg tcatacgtac 
ctgtcgaaca ttataaaggt gcttttaaaa 
gcaaagtcgg acgataaact atgttgaagc 
ggaacaatgc catttcttca ggaatagttc 
cgttcttaag taaccagtct ttactatcta 
gcagtaaaaa ggcagcgtac catcgtcaac 
taaagcaaaa caagacaatc acaaagaaag 
aaaagaaaag aagcgatttt tcgtggctac 
agagtgacat gaccacaaat gtactctatt 
atgacccgaa gctaaaggaa gacaccggaa 
aagatttaaa tgaacctcta tcaccatgga 
cagagtggga gaatatacct agtgaactac 
aggaaaaatc aatgaacaca aatgagctta 
ttgacaataa aacaagtgag acgcttcagc 
gaaaggggag aaaaaagtca gtagtgacgt 
ga 



taataattgt ttaccttaat ggcgatatcg 240 
ctattctgtc taccgtttct ttttttcgct 300 
tagttatagc aactatttaa ataacttaga 360 
acaaacaccc gctagatata gcactccttg 420 
ctactaatcg tatattcagc aggtcagaac 480 
tagctcgtcc atttattccg cctttatcaa 540 
tcacttctag aagatttcag tcttccttta 600 
aaaatcaaat gaaatccaaa agaaaaaagg 66 0 
ccccggaaca cgaacatact gcaccactta 720 
aacatagcga tgtgagaggt tctcatttaa 780 
caagagtacc atccacctca catttaaagc 840 
ctggatatag acccttattc atcaatccca 900 
gtacgttata cgaatttgcg atgaagcttg 960 
tttcctctgc cactggactt gaattctttt 102 0 
tgaaaaattt gaagcctttt catccaccta 1080 
ttcatgtaag tgctaagaga aatacattag 1140 
ggaaaatgga tgaattttca aagagaagag 12 00 
tgctccaaat gaagaaaaaa cttgagggat 12 60 
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<210> 276 
<211> 253 
<212> PRT 
<213> Candida 



albicans 



<400> 276 
Met Leu Lys Leu 
1 

Ala lie Ser Ser 
20 

Phe Thr Phe Leu 
35 

Ser Lys Arg Lys 
50 

Pro Glu His Glu 
65 

Thr Lys Lys Glu 



Arg Ser Asp Phe 
100 

Lys Gin Ser Asp 
115 

Leu Phe lie Asn 
130 

Thr Leu Tyr Glu 
145 



Ala Arg Pro Phe 
5 

Gly lie Val Leu 



Ser Asn Gin Ser 
40 

Lys Gly Ser Lys 
55 

His Thr Ala Pro 
70 

His Ser Asp Val 
85 

Ser Trp Leu Pro 



Met Thr Thr Asn 
120 

Pro Asn Asp Pro 
135 

Phe Ala Met Lys 
150 



lie Pro Pro Leu 
10 

Thr Ser Arg Arg 
25 

Leu Leu Ser Lys 



Lys Ala Ala Tyr 
60 

Leu lie Lys Gin 
75 

Arg Gly Ser His 
90 

Arg Val Pro Ser 
105 

Val Leu Tyr Ser 



Lys Leu Lys Glu 
140 

Leu Glu Asp Leu 
155 



Ser Arg Asn Asn 
15 

Phe Gin Ser Ser 
30 

Asn Gin Met Lys 
45 

His Arg Gin Pro 



Asn Lys Thr lie 
80 

Leu Lys Lys Lys 
95 

Thr Ser His Leu 
110 

Gly Tyr Arg Pro 
125 

Asp Thr Gly Ser 



Asn Glu Pro Leu 
160 
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Ser Pro Trp He Ser Ser Ala Thr 
165 

Glu Asn He Pro Ser Glu Leu Leu 
180 

Pro Lys Glu Lys Ser Met Asn Thr 
195 200 

Lys Arg Asn Thr Leu Val Asp Asn 
210 215 

Lys Met Asp Glu Phe Ser Lys Arg 
225 230 

Val Val Thr Leu Leu Gin Met Lys 
245 



Gly Leu Glu Phe Phe Ser Glu Trp 
170 175 

Lys Asn Leu Lys Pro Phe His Pro 
185 190 

Asn Glu Leu lie His Val Ser Ala 
205 

Lys Thr Ser Glu Thr Leu Gin Arg 
220 

Arg Gly Lys Gly Arg Lys Lys Ser 
235 240 

Lys Lys Leu Glu Gly 
250 



<210> 277 
<211> 1940 
<212> DNA 

<213> Candida albicans 

<400> 277 

acgttatttt caaaacacat acgaaatcgc 
tgcggttctt ccatccccat ctcttccaca 
gcttgctcaa agtcctgcga gtttagctca 
ttcggaagag tagtgtagcc cctagtattc 
ttgtctaata caatgtatac caaaaataac 
tgaataatct cattctgcta ttttaagttt 
aaaatttcat tgatacgatt taaaaataat 
gcaaaaatac gagatactat aaactacagc 
aatgggcttc aatatagcgt atgtctagct 
gatctctttt gttgttgata ctaaccagta 
tgctgtgcga ctttttttat ccacagttag 
cgcagaaact aatcgatttg ggccattctg 
gagtcggcgt acgacatctt accaacggtc 
ttttcagaga aaccactttc cccactgttt 
ttctcagaga gcagatccaa attgttcatt 
agggaattct tcatgctaat actatgggat 
acggttttaa taacttaacg tcgatttggg 
acatagatcg ggttatatgt gtttctaata 
aattaagtcc tgatataatc tcagtaattc 
caagggatcc tactggtggc accaagagaa 
tcatcggaag gctctttcca aacaaagggt 
tttgttcctc acatgaagat gtcgaattta 
attttcaaca aatgattgaa agtcatagac 
ttccacatga gaaagtcagg gatgtattat 
taacagaagc atttggtaca attctagttg 
cgacacaagt cggaggaatt cccgaagtgt 
agacatccgt ttctgacctt gttcaagcaa 
aagctttgga cacttcctct tttcatgata 
tagccaaaag gacagtagag atatatacta 
aagattggat gaaaatggta gcaaatcttt 
tttatctgtt atgtggaatt gtagagtaca 



tggactttct cactaaaggc ttccggagcc 60 
tataccgggg gttctgatgg cattcctata 120 
tcttgtgagt tatttgctgg ttcttcaaca 180 
accatatcct ttgtatactc atatgcgaac 240 
agcttgaaaa aaatctcagg gtcttttcat 300 
ttcgtttgca acccgagact gtcgagctag 3 60 
cgatgccagt aatagcctca aaaaacttat 42 0 
ttagctaact ctaacattat tatataaaac 480 
cacagcatgt gttccaaata cattaaagaa 540 
aagttgagag ttataacaat gaaaatagga 600 
gtggagtcga attccatata tatcatttat 660 
tcgtcattat aactcacgct tacaaagatc 720 
taaaggtcta tcacgtacca ttttttgtga 780 
tttcaacatt tccaataata aggaatattc 840 
ctcatggtag cgcttccacg ttcgctcacg 900 
tgagaactgt gttcacggac cattcactct 960 
tgaataagtt gctaacattt accttgacaa 1020 
catgcaaaga aaatatgatt gttagaacag 1080 
ccaacgcagt ggtgagcgaa gatttcaaac 114 0 
aacaaagtag ggataagata gtgatcgtgg 12 0 0 
ccgatttact tactcgcata attccgaaag 1260 
tagtagcggg cgatggtcca aagttcatag 132 0 
tacaaaaacg tgtgcaactc ttaggctctg 1380 
gtcaaggtga catatattta cacgctagtt 1440 
aggccgcatc ttgtaatttg ctaattgtaa 15 00 
taccaaatga gatgactgtt tatgcagaac 1560 
caaataaagc tatcaatatc ataagaagta 162 0 
gcgtgtctaa aatgtacgac tggatggacg 1680 
atatatcttc tacttcttcc gctgatgata 1740 
acaaaagaga tggaatctgg gctaaacatc 1800 
tgcttttttt cctcttagag tggctatacc 1860 
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ccagggatga aatcgatcta gctccaaaat ggcccaagaa aacagtgtct aacgagacga 1920 
aggaagcaag agaaacttaa 194 0 

<210> 278 
<211> 461 
<212> PRT 

<213> Candida albicans 
<400> 278 

Met Ser Ser Ser His Lys Val Glu Ser Tyr Asn Asn Glu Asn Arg Met 
15 10 15 

Leu Cys Asp Phe Phe Tyr Pro Gin Leu Gly Gly Val Glu Phe His He 
20 25 30 

Tyr His Leu Ser Gin Lys Leu He Asp Leu Gly His Ser Val Val He 
35 40 45 

He Thr His Ala Tyr Lys Asp Arg Val Gly Val Arg His Leu Thr Asn 
50 55 60 

Gly Leu Lys Val Tyr His Val Pro Phe Phe Val He Phe Arg Glu Thr 
65 70 75 80 

Thr Phe Pro Thr Val Phe Ser Thr Phe Pro He He Arg Asn He Leu 
85 90 95 

Leu Arg Glu Gin He Gin He Val His Ser His Gly Ser Ala Ser Thr 
100 105 110 

Phe Ala His Glu Gly He Leu His Ala Asn Thr Met Gly Leu Arg Thr 

115 120 125 

Val Phe Thr Asp His Ser Leu Tyr Gly Phe Asn Asn Leu Thr Ser He 
130 135 140 

Trp Val Asn Lys Leu Leu Thr Phe Thr Leu Thr Asn He Asp Arg Val 
145 150 155 160 

He Cys Val Ser Asn Thr Cys Lys Glu Asn Met He Val Arg Thr Glu 
165 170 175 

Leu Ser Pro Asp He He Ser Val He Pro Asn Ala Val Val Ser Glu 
180 185 190 

Asp Phe Lys Pro Arg Asp Pro Thr Gly Gly Thr Lys Arg Lys Gin Ser 
195 200 205 

Arg Asp Lys He Val He Val Val He Gly Arg Leu Phe Pro Asn Lys 
210 215 220 

Gly Ser Asp Leu Leu Thr Arg He He Pro Lys Val Cys Ser Ser His 
225 230 235 240 



Glu Asp Val Glu Phe He Val Ala Gly Asp Gly Pro Lys Phe He Asp 
245 250 255 
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Phe Gin Gin Met lie Glu Ser His Arg Leu Gin Lys Arg Val Gin Leu 

260 265 270 

Leu Gly Ser Val Pro His Glu Lys Val Arg Asp Val Leu Cys Gin Gly 
275 280 285 

Asp lie Tyr Leu His Ala Ser Leu Thr Glu Ala Phe Gly Thr lie Leu 
290 295 300 

Val Glu Ala Ala Ser Cys Asn Leu Leu lie Val Thr Thr Gin Val Gly 
305 310 315 320 

Gly lie Pro Glu Val Leu Pro Asn Glu Met Thr Val Tyr Ala Glu Gin 

325 330 335 

Thr Ser Val Ser Asp Leu Val Gin Ala Thr Asn Lys Ala lie Asn lie 
340 345 350 

lie Arg Ser Lys Ala Leu Asp Thr Ser Ser Phe His Asp Ser Val Ser 
355 360 365 

Lys Met Tyr Asp Trp Met Asp Val Ala Lys Arg Thr Val Glu lie Tyr 
370 375 380 

Thr Asn lie Ser Ser Thr Ser Ser Ala Asp Asp Lys Asp Trp Met Lys 
385 390 395 400 

Met Val Ala Asn Leu Tyr Lys Arg Asp Gly lie Trp Ala Lys His Leu 
405 410 415 

Tyr Leu Leu Cys Gly lie Val Glu Tyr Met Leu Phe Phe Leu Leu Glu 
420 425 430 

Trp Leu Tyr Pro Arg Asp Glu lie Asp Leu Ala Pro Lys Trp Pro Lys 
435 440 445 

Lys Thr Val Ser Asn Glu Thr Lys Glu Ala Arg Glu Thr 
450 455 460 



<210> 279 
<211> 2900 
<212> DNA 

<213> Candida albicans 



<400> 279 

ctcaatggga 

accagcattt 

tgatggacga 

atgccattca 

gaggcgaaca 

tcaacgttgt 

tgcggatggt 

tagcacattc 

cttactgagt 



attgagtgaa 
cgtagaaaaa 
cctgactaga 
ataaacgcaa 
aacacatcta 
ttttatcaac 
atagcgattt 
tatcgattta 
aactataatt 



gatcagtctg 
gttgatacga 
gagttactac 
aacactgcaa 
tacatatata 
cgagcttact 
ggctggcacg 
cgggtcaggt 
atggttcatc 



atcgagagga 
tttacaacgg 
tatgggagaa 
tattattctc 
tacatctata 
cttgtacggg 
atgattaagg 
aaacatagat 
gaggaaggac 



atttgtacga 
ttataatgaa 
aaaatattca 
aaccaaagta 
tggatataaa 
taaccgcaag 
aatccaaaca 
attgggatat 
tttgaagtca 



ttcgtggaaa 60 
agtctatcaa 12 0 
aataacacta 180 
taactgtaat 240 
aacgactaat 3 00 
gatagctagt 360 
tctaatggac 420 
atcatatatc 480 
gacactgatg 540 



280 



taacatctct taatgcgtca acagtatcac 
ctaggtcgag agcaaagagt aacgcaagct 
atggcaccct ggataatgat tattttaata 
ctgatgcact tttcagaaag cgaacgatta 
taaagtccaa tcaaggaaaa agatcagcat 
tcagtccaaa gaacagcagt cattctaata 
gaagaagtaa aagtacccaa tctgttctga 
gtgaatctac tactgacgag gaggtggaat 
aggtgaataa tgataaagta atagccgagc 
agcaattaaa tcagaatgaa ttacaatccc 
aatcaggtac tgatggaaag gaaaatcata 
cttccaataa ctatttcgga gaatcaagcc 
catctccaag ctcaattgaa acaaaactga 
aatcaaaggt gacgaaggaa gctgatattg 
gggcctcatt ggttaaagcg ggcgataata 
aaattcttga tgttggtaat accttagctg 
cagatgaaca gtttgatcag gaagatcaca 
aaagcgactc gagctttatg tctcttagga 
acgaagaaga agatctaatc aagcctgatg 
aagggcatag cttactggaa aattatgcgc 
ttgaacgtag atttgaaaat tcatcatcca 
actcgggtga gcatatggct tcaggtgata 
gcaagagcaa gaaaaatggt ggaagatctc 
Gtactttccc caccattgct aacatcggta 
tttcgacctc catatcgagt ttaaccaata 
atggttcaag aatgaataat atttttcaca 
ccaacgatct caacaaaaat tctgcagccc 
catctagtac gaactccggt agcgatgcaa 
atagcttcgc ccagttcctt aaatcagatg 
aattatggtt gcagagggag aattctatta 
actctatctt tatggcagga aacattgatg 
aatactctaa tgtaaaaaga ttttacaacc 
ctataataac gggaaatgca aataatatca 
tcgcacattc tagcagtgat acagatcata 
atgacaaaaa atttgatgat ctttatccac 
tgtccggtat atggaaaagc gaaagttact 
agaataggac aacgagtaca aaccacagcg 
acttgctgag gggcccgatg ggttccagca 
ctctgcagcc gactacgagg gcagtgaatc 
cacagccaca acaaaggtga 



accagtcaaa gccatttaga cagttttcga 600 
tcaaaggttt gcgtagagtt ttaacacatg 660 
agcacaacgt ttctcagaaa tgcaagagtt 72 0 
gtgggttgaa tatgacagct ttaacaagag 780 
cctttcatag tccggtgcat aatacgctgc 840 
ctggaactgc tggtttcggc ctgaaaccac 900 
gtcttcgaga tgcgcaagaa tctaaaaaga 960 
gtttttcgga agacaacatt gaagatggaa 102 0 
atgttatgcc tgaagaaaaa aagaatgtgc 1080 
cggattcaat agatgaacaa gaagaagata 1140 
gagctgtatc cttaccatta cctcatttat 1200 
attctataga acatcagaaa gatggagaaa 1260 
atgcaacaag tgtaatcaat gaagaggggc 132 0 
atgacttgtc cagccattct caaaatttga 13 80 
tatcagaagc accatatgat aaagaaaaaa 14 4 0 
cacataaaag taatcaaaaa ccaagtcatt 1500 
ttgatgcccc taggagtaat tcatcaagaa 1560 
gacaaagttc taaacaacac aaattattaa 1620 
atatttcttc cgctggtacc aaggatattg 1680 
ctaatatgat tctctcccag tcgactggag 1740 
tccaaaattc gcttgggaat gaaattcatg 18 0 0 
cttttaatga actggatgat ggcaaattgc 18 6 0 
aacttggcca aaatataccg aactctcagt 192 0 
gtaaagataa taatgtacca cagcacaact 1980 
atttgaggag agctgctcct gaaagcttcc 2040 
agaaaggtaa tcagaatcta cttctgagat 2100 
cggcctctcc attgtccaac gaacatatta 2160 
acagacaatc caactcaggt gccaaattta 222 0 
ggattgatgc agaatcaaga acacaaagaa 2280 
tggacttaag ttcacaaaat gacggtagtg 2340 
cgaaaaggga gtttgagaga atatcccatg 2400 
cattagatga agcattgttg agagtacaac 2460 
ggaaaaaaag ccataacgat gctcagtcaa 252 0 
aggatgagga cgatttgctc tttactaact 2580 
atcttgcaag tgcaaagatt caggcagtgt 2 64 0 
tatttaacaa ggatgttaat ccaatcaaca 2700 
ttggccacac tgcttcacag aatgcacgta 2760 
cgactttgca ccaccaacgc gtcattaact 2820 
gcaggatgga aaatgtgggc tacatgcata 2 88 0 

2900 



<210> 280 
<211> 799 
<212> PRT 

<213> Candida albicans 
<400> 280 

Met Val His Arg Gly Arg Thr Leu Lys Ser Asp Thr Asp Val Thr Ser 
1 5 10 15 

Leu Asn Ala Ser Thr Val Ser His Gin Ser Lys Pro Phe Arg Gin Phe 
20 25 30 



Ser Thr Arg Ser Arg Ala Lys Ser Asn Ala Ser Phe Lys Gly Leu Arg 
35 40 45 



281 



Arg val Leu Thr His Asp Gly Thr Leu Asp Asn Asp Tyr Phe Asn Lys 
50 55 60 

His Asn Val Ser Gin Lys Cys Lys Ser Ser Asp Ala Leu Phe Arg Lys 
65 70 75 80 

Arg Thr He Ser Gly Leu Asn Met Thr Ala Leu Thr Arg Val Lys Ser 
85 90 95 

Asn Gin Gly Lys Arg Ser Ala Ser Phe His Ser Pro Val His Asn Thr 
100 105 110 

Leu Leu Ser Pro Lys Asn Ser Ser His Ser Asn Thr Gly Thr Ala Gly 
115 120 125 

Phe Gly Leu Lys Pro Arg Arg Ser Lys Ser Thr Gin Ser Val Leu Ser 

130 135 140 

Leu Arg Asp Ala Gin Glu Ser Lys Lys Ser Glu Ser Thr Thr Asp Glu 
145 150 155 160 

Glu Val Glu Cys Phe Ser Glu Asp Asn He Glu Asp Gly Lys Val Asn 
165 170 175 

Asn Asp Lys Val He Ala Glu His Val Met Pro Glu Glu Lys Lys Asn 
180 185 190 

Val Gin Gin Leu Asn Gin Asn Glu Leu Gin Ser Pro Asp Ser He Asp 
195 200 205 

Glu Gin Glu Glu Asp Lys Ser Gly Thr Asp Gly Lys Glu Asn His Arg 
210 215 220 

Ala Val Ser Leu Pro Leu Pro His Leu Ser Ser Asn Asn Tyr Phe Gly 
225 230 235 240 

Glu Ser Ser His Ser He Glu His Gin Lys Asp Gly Glu Thr Ser Pro 
245 250 255 

Ser Ser He Glu Thr Lys Leu Asn Ala Thr Ser Val He Asn Glu Glu 
260 265 270 

Gly Gin Ser Lys Val Thr Lys Glu Ala Asp He Asp Asp Leu Ser Ser 
275 280 285 

His Ser Gin Asn Leu Arg Ala Ser Leu Val Lys Ala Gly Asp Asn He 
290 295 300 

Ser Glu Ala Pro Tyr Asp Lys Glu Lys Lys He Leu Asp Val Gly Asn 
305 310 315 320 

Thr Leu Ala Ala His Lys Ser Asn Gin Lys Pro Ser His Ser Asp Glu 
325 330 335 

Gin Phe Asp Gin Glu Asp His He Asp Ala Pro Arg Ser Asn Ser Ser 
340 345 350 



282 



Arg Lys Ser Asp Ser Ser Phe Met Ser Leu Arg Arg Gin Ser Ser Lys 
355 360 365 

Gin His Lys Leu Leu Asn Glu Glu Glu Asp Leu lie Lys Pro Asp Asp 
370 375 380 

lie Ser Ser Ala Gly Thr Lys Asp lie Glu Gly His Ser Leu Leu Glu 
385 390 395 400 

Asn Tyr Ala Pro Asn Met lie Leu Ser Gin Ser Thr Gly Val Glu Arg 
405 410 415 

Arg Phe Glu Asn Ser Ser Ser lie Gin Asn Ser Leu Gly Asn Glu lie 
420 425 430 

His Asp Ser Gly Glu His Met Ala Ser Gly Asp Thr Phe Asn Glu Leu 
435 440 445 

Asp Asp Gly Lys Leu Arg Lys Ser Lys Lys Asn Gly Gly Arg Ser Gin 
450 455 460 

Leu Gly Gin Asn lie Pro Asn Ser Gin Ser Thr Phe Pro Thr lie Ala 
465 470 475 480 

Asn lie Gly Ser Lys Asp Asn Asn Val Pro Gin His Asn Phe Ser Thr 
485 490 495 

Ser lie Ser Ser Leu Thr Asn Asn Leu Arg Arg Ala Ala Pro Glu Ser 
500 505 510 

Phe His Gly Ser Arg Met Asn Asn He Phe His Lys Lys Gly Asn Gin 
515 520 525 

Asn Leu Leu Leu Arg Ser Asn Asp Leu Asn Lys Asn Ser Ala Ala Pro 
530 535 540 

Ala Ser Pro Leu Ser Asn Glu His lie Thr Ser Ser Thr Asn Ser Gly 
545 550 555 560 

Ser Asp Ala Asn Arg Gin Ser Asn Ser Gly Ala Lys Phe Asn Ser Phe 
565 570 575 

Ala Gin Phe Leu Lys Ser Asp Gly He Asp Ala Glu Ser Arg Thr Gin 
580 585 590 

Arg Lys Leu Trp Leu Gin Arg Glu Asn Ser He Met Asp Leu Ser Ser 
595 600 605 

Gin Asn Asp Gly Ser Asp Ser He Phe Met Ala Gly Asn He Asp Ala 
610 615 620 

Lys Arg Glu Phe Glu Arg He Ser His Glu Tyr Ser Asn Val Lys Arg 
625 630 635 640 



Phe Tyr Asn Pro Leu Asp Glu Ala Leu Leu Arg Val Gin Pro He He 
645 650 655 



283 



Thr Gly Asn Ala 
660 

Ser lie Ala His 

675 

Leu Leu Phe Thr 
690 

Leu Ala Ser Ala 
705 

Glu Ser Tyr Leu 



Thr Thr Ser Thr 

740 

Arg Asn Leu Leu 
755 

Gin Arg Val lie 
770 

Arg Met Glu Asn 
785 



Asn Asn lie Arg 



Ser Ser Ser Asp 
680 

Asn Tyr Asp Lys 
695 

Lys lie Gin Ala 
710 

Phe Asn Lys Asp 
725 

Asn His Ser Val 



Arg Gly Pro Met 
760 

Asn Ser Leu Gin 
775 

Val Gly Tyr Met 
790 



Lys Lys Ser His 
665 

Thr Asp His Lys 



Lys Phe Asp Asp 
700 

Val Leu Ser Gly 
715 

Val Asn Pro lie 
730 

Gly His Thr Ala 
745 

Gly Ser Ser Thr 



Pro Thr Thr Arg 
780 

His Thr Gin Pro 
795 



Asn Asp Ala Gin 
670 

Asp Glu Asp Asp 
685 

Leu Tyr Pro His 



lie Trp Lys Ser 
720 

Asn Lys Asn Arg 
735 

Ser Gin Asn Ala 
750 

Thr Leu His His 
765 

Ala Val Asn Arg 



Gin Gin Arg 



<210> 281 
<211> 1212 
<212> DNA 

<213> Candida albicans 



<400> 281 

tgatacaaga caggcattag gaaacacatg 
tgttccttcc cttatttctt ttcatagtat 
ggattttatt ttatttcttt tttaatgcta 
ctggcctcga taggtaccta tagtatacag 
cttctaaaat tcgcgctcaa catggccgta 
gtatacgccc gcattacccg acaactccgt 
agagatcgca taaaaaacca aaaggaaacg 
tcctctagaa aggcaaacag tagatttatt 
aacaatatat aattggaata atggctggtt 
cctgttcacg tttttcggat acttagtttt 
gcttaagatc tatttttttt tttctagaag 
tgtacagtca gagatgtgtt ggcttccctt 
ttcttgggtt tggataatgc cggtaagacc 
ttggcaacct tacaaccaac atggcatcca 
aagtttacaa ctttcgattt gggtggtcat 
ttcccagaag ttaatggtat cgtcttttta 
gaagcacgtg tcgaattaga tgctttattc 
gtaattcttg gtaacaagat cgatgctcca 
gctttaggat tattgaatac cactggctct 
gttttcatgt gttccgttgt tatgagaaat 
caatatattt aa 



agttttgcat atgtattatg caggttcatt 60 
ttatttttat ttatttattt attttttttt 120 
agaaagtaat tccgcataat taaacgtgtg 180 
aagcttacga aaagctcctg caggatggca 240 
ttgtacatta tatcgttcta tcattatatc 300 
ctgcaacgcg ttgaccagaa aactcgaaca 3 60 
aattacttgt caaatagtta ttgtaatgga 42 0 
tccttctttt ctagaaacat cattataact 4 80 
gggatatttt tggttggtgt atgttatcac 540 
attcaatgtg gtaaacattg aatgttttca 600 
aaattgcgtc ctttactaac tttattttac 660 
ggtctgtgga acaaacatgg taaactactt 72 0 
acattgctac atatgttaaa gaacgataga 7 80 
acttctgaag aactggctat tggtaacatt 84 0 
attcaagctc gtcgtttatg gaaggattat 900 
gtcgatgctg ctgaccctga aagatttgat 960 
aacattgccg aattgaagga cgttcctttt 1020 
aacgccgttt ctgaagcgga gctacgttct 1080 
caaagaattg aaggtcaaag accagttgaa 1140 
ggttatttag aggcgttcca atggttatct 1200 

1212 



284 



<210> 282 
<211> 190 
<212> PRT 

<213> Candida albicans 
<400> 282 

Met Ala Gly Trp Asp lie Phe Gly Trp Phe Arg Asp Val Leu Ala Ser 
15 10 15 

Leu Gly Leu Trp Asn Lys His Gly Lys Leu Leu Phe Leu Gly Leu Asp 
20 25 30 

Asn Ala Gly Lys Thr Thr Leu Leu His Met Leu Lys Asn Asp Arg Leu 
35 40 45 

Ala Thr Leu Gin Pro Thr Trp His Pro Thr Ser Glu Glu Leu Ala lie 
50 55 60 

Gly Asn lie Lys Phe Thr Thr Phe Asp Leu Gly Gly His lie Gin Ala 
65 70 75 80 

Arg Arg Leu Trp Lys Asp Tyr Phe Pro Glu Val Asn Gly lie Val Phe 
85 90 95 

Leu Val Asp Ala Ala Asp Pro Glu Arg Phe Asp Glu Ala Arg Val Glu 
100 105 110 

Leu Asp Ala Leu Phe Asn lie Ala Glu Leu Lys Asp Val Pro Phe Val 
115 120 125 

He Leu Gly Asn Lys He Asp Ala Pro Asn Ala Val Ser Glu Ala Glu 
130 135 140 

Leu Arg Ser Ala Leu Gly Leu Leu Asn Thr Thr Gly Ser Gin Arg He 
145 150 155 160 

Glu Gly Gin Arg Pro Val Glu Val Phe Met Cys Ser Val Val Met Arg 
165 170 175 

Asn Gly Tyr Leu Glu Ala Phe Gin Trp Leu Ser Gin Tyr He 
180 185 190 



<210> 283 

<211> 1025 

<212> DNA 

<213> Candida albicans 



<400> 283 

ttctttacaa 

gctgttttcc 

ccaaccatcc 

ttttgtataa 

gcgcgcagac 

ttcactttgc 



ttcaccttgc 
ctcatatcac 
taaaggtatg 
atgaaaaaag 
tctacgggta 
agggaattat 



attattgaag 
ataatacccg 
ggtgtactga 
aacggtgaaa 
atagactcac 
tgtttcacta 



gagtgctatt 
gagaggctct 
cgatgcgatt 
tccatagaaa 
atccacgtga 
gcaaaggtag 



cttcgttttg 
ttcctgcgac 
atttcattaa 
tacagagagc 
ccagtttcca 
cccacttacc 



ccaccctttt 60 
agcgcaacat 12 0 
gttctgtctt 180 
gacgcaaaca 240 
atcgaacttt 300 
act cage tat 360 



285 

gcgaaagttt cattgtttga tacatcttga tagtaaccgc aggcttcttt cttagttcat 420 
attttattgt atttcaacta atattatttt tttttcagtg gaagggaagg tgaaccaaga 480 
acatacaaac atagccaaag atgtctgcca aagctcaaaa ccctatgcgt gatttgaaga 54 0 
tcgaaaagtt ggtcttaaac atttctgttg gtgaatctgg tgacagattg accagagcct 600 
"^ccaaggtttt agagcaatta tctggtcaaa ctccagttca atccaaggcc agatacactg 660 
tcagaacttt cggtatcaga agaaacgaaa aaattgctgt tcacgttacc gtcagaggtc 72 0 
caaaggctga agaaattttg gaaagaggtt tgaaggtcaa ggaataccaa ttgagagaca 780 
gaaacttctc tgctaccggt aacttcggtt tcggtattga cgaacacatt gacttgggta 840 
tcaagtatga cccatccatc ggtattttcg gtatggattt ctatgtcgtc atgaacagac 900 
caggtgctag agtcactaga agaaagagat gtaagggtac cgttggtaac tcccacaaga 960 
caactaagga agacaccgtc tcttggttca agcaaaagta cgatgctgat gttttggaca 102 0 

1025 

aataa 



<210> 284 
<211> 174 
<212> PRT 

<213> Candida albicans 
<400> 284 

Met Ser Ala Lys Ala Gin Asn Pro Met Arg Asp Leu Lys lie Glu Lys 
15 10 15 

Leu Val Leu Asn He Ser Val Gly Glu Ser Gly Asp Arg Leu Thr Arg 
20 25 30 

Ala Ser Lys Val Leu Glu Gin Leu Ser Gly Gin Thr Pro Val Gin Ser 
35 40 45 

Lys Ala Arg Tyr Thr Val Arg Thr Phe Gly He Arg Arg Asn Glu Lys 
50 55 60 

He Ala Val His Val Thr Val Arg Gly Pro Lys Ala Glu Glu He Leu 
65 70 75 80 

Glu Arg Gly Leu Lys Val Lys Glu Tyr Gin Leu Arg Asp Arg Asn Phe 
85 90 95 

Ser Ala Thr Gly Asn Phe Gly Phe Gly He Asp Glu His He Asp Leu 
100 105 110 

Gly He Lys Tyr Asp Pro Ser He Gly He Phe Gly Met Asp Phe Tyr 
lis 120 125 

Val Val Met Asn Arg Pro Gly Ala Arg Val Thr Arg Arg Lys Arg Cys 
130 135 140 

Lys Gly Thr Val Gly Asn Ser His Lys Thr Thr Lys Glu Asp Thr Val 
145 150 155 160 

Ser Trp Phe Lys Gin Lys Tyr Asp Ala Asp Val Leu Asp Lys 
165 170 



<210> 
<211> 



285 
1229 



286 



<212> DNA 

<213> Candida albicans 
<400> 285 

agagaacgta ttgaagagga gaaaagggag 
tctgcatcaa atgcttctat ggcttcttta 
aaaaatttga gtgtggctgg cacaaatcct 
ttacctttta acaattccct gttcaatgcc 
gaagttttgg aattgtacac tcaattagta 
tttgaattag ctatatcacc agcaaatttg 
ttatgtaatt atttgaattt attagaattg 
aaaccaggat acattgctca gtgtataact 
gtgtctgggc caactcaccc gcaacaacat 
caacaacatc aacatcaaca tccttcacat 
ggtggtacat tagctgttcc agcgcaccct 
ttaccgttgc caagattgag acagcaaacc 
cagcaccaaa atcaaccacc acaacaacaa 
tattacaatc agcaatctat tcaaagccaa 
tataatattt atcaacaaca acagcaacag 
caacaacaac aacaacaatt acaatatcaa 
acattgaatt cttctagtgc tgctgcatta 
gatgtgagat ccacacctcc cacaagtagt 
caacagcaac agccgccact aacttcatca 
ttaccacttc aacagcagcc accacaacca 
gttggatctc aaccaaaaac tccattggc 



aaaagaggtc aattggaaga acaacatcgt 6 0 
ttgtcagctg cttcaactac agcagcaact 120 
tctcatacca ctgaaagaat gtttttaaat 18 0 
ccaccagtag aaattaattt taatgatctt 240 
ttataccgag atgatattac caaatctact 300 
aatatttctc aacggaaaat catatcaatt 360 
tttgataatg ggttgataat aattagaaga 420 
caacaatcta ttattcctaa ttctcaacag 480 
caacagaatc aacttcaaca acagcaacag 54 0 
tcatcatcga tgatgaacct tcatcaattg 600 
gaattattaa gatcccaatc gcaatcagca 660 
tctacaccaa ttcaacaaaa tcaacaagtt 720 
cagcaacagc atgttcaacc acaatataat 780 
ccacattctg cgagacctta ttctcaatca 840 
cagcaacaac aagctcaaca acaagctcaa 90 0 
cagggacacc agtcacaagt ttcaacacct 960 
cttagatcaa gtagcagtag atcatttgtt 1020 
tttgctcaac agcaacaaca acaacaacaa 1080 
atccatgatt ctccaacacc acatcatcat 1140 
aatcattacc tatccaatta ccatcagggg 1200 

1229 



<210> 286 
<211> 409 
<212> PRT 

<213> Candida albicans 



<400> 286 
Arg Glu Arg lie 
1 

Glu Gin His Arg 
20 

Ala Ala Ser Thr 
35 

Asn Pro Ser His 
50 

Asn Ser Ser Phe 
65 

Glu Val Leu Glu 



Thr Lys Ser Thr 
100 

Ser Gin Arg Lys 
115 



Glu Glu Glu Lys 
5 

Ser Ala Ser Asn 



Thr Ala Ala Thr 
40 

Thr Thr Glu Arg 
55 

Asn Ala Pro Pro 
70 

Leu Tyr Thr Gin 
85 

Phe Glu Leu Ala 



lie lie Ser lie 
120 



Arg Glu Lys Arg 
10 

Ala Ser Met Ala 
25 

Lys Asn Leu Ser 



Met Phe Leu Asn 
60 

Val Glu lie Asn 
75 

Leu Val Leu Tyr 
90 

lie Ser Pro Ala 
105 

Leu Cys Asn Tyr 



Gly Gin Leu Glu 
15 

Ser Leu Leu Ser 

30 

Val Ala Gly Thr 
45 

Leu Pro Phe Asn 



Phe Asn Asp Leu 
80 

Arg Asp Asp lie 
95 

Asn Leu Asn lie 
110 

Leu Asn Leu Leu 
125 



JOSH 



287 



Glu Leu Phe Asp Asn Gly Leu lie lie lie Arg Arg Lys Pro Gly Tyr 
130 135 140 

lie Ala Gin Cys lie Thr Gin Gin Ser lie lie Pro Asn Ser Gin Gin 
145 150 155 160 

Val Ser Gly Pro Thr His Pro Gin Gin His Gin Gin Asn Gin Leu Gin 
165 170 175 

Gin Gin Gin Gin Gin Gin His Gin His Gin His Pro Ser His Ser Ser 
180 185 190 

Ser Met Met Asn Leu His Gin Leu Gly Gly Thr Leu Ala Val Pro Ala 
195 200 205 

His Pro Glu Leu Leu Arg Ser Gin Ser Gin Ser Ala Leu Pro Leu Pro 

210 215 220 

Arg Leu Arg Gin Gin Thr Ser Thr Pro lie Gin Gin Asn Gin Gin Val 
225 230 235 240 

Gin His Gin Asn Gin Pro Pro Gin Gin Gin Gin Gin Gin His Val Gin 
245 250 255 

Pro Gin Tyr Asn Tyr Tyr Asn Gin Gin Ser lie Gin Ser Gin Pro His 
260 265 270 

Ser Ala Arg Pro Tyr Ser Gin Ser Tyr Asn lie Tyr Gin Gin Gin Gin 
275 280 285 

Gin Gin Gin Gin Gin Gin Ala Gin Gin Gin Ala Gin Gin Gin Gin Gin 
290 295 300 

Gin Gin Leu Gin Tyr Gin Gin Gly His Gin Ser Gin Val Ser Thr Pro 
305 310 315 320 

Thr Leu Asn Ser Ser Ser Ala Ala Ala Leu Leu Arg Ser Ser Ser Ser 

325 330 335 

Arg Ser Phe Val Asp Val Arg Ser Thr Pro Pro Thr Ser Ser Phe Ala 
340 345 350 

Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Pro Pro Leu Thr 
355 360 365 

Ser Ser lie His Asp Ser Pro Thr Pro His His His Leu Pro Leu Gin 

370 375 380 

Gin Gin Pro Pro Gin Pro Asn His Tyr Leu Ser Asn Tyr His Gin Gly 
385 390 395 400 

Val Gly Ser Gin Pro Lys Thr Pro Leu 
405 



<210> 287 



288 



<211> 2153 

<212> DNA 

<213> Candida albicans 



<;400> 287 

ataaacaaaa 

aaatttctgg 

tattaacaga 

tatatacact 

actgtttaat 

aattgaattt 

tattattttg 

aacaaagtaa 

tttgacaaga 

gcactgtaat 

cttccaatta 

gtagtggcaa 

gattgacaaa 

ctaatgttgt 

atactaaaac 

atgttaatgc 

acacaaatgt 

ctacaccaag 

gtaataacaa 

gaagttctaa 

gtaatagtat 

taattcctac 

tagatgtgat 

atggtgtgtt 

tagtaaacca 

aaatgcttcc 

aattggaaga 

cttcaactac 

ctgaaagaat 

aaattaattt 

atgatattac 

caacggaaaa 

ggttgctact 

ttattcctaa 

aacttcacca 

atgatgaacc 



aagaagcacg 
aaaatcaaaa 
atactttttt 
gttaaatcaa 
taattaatta 
caatcatttt 
ttttcattat 
tagccgataa 
ggtatatata 
gcaacgtcgt 
tggtggaaat 
tagtaataac 
taataggaat 
tccttgggtg 
agactccagt 
caatgccaat 
taatgcaaac 
tattaatgac 
taacaataac 
cattgcaaac 
caatagcacc 
tgcgattgtg 
gacaaaatta 
tcgtggatta 
attgaatgga 
ggcacaagaa 
acaacatcgt 
agcagcaact 
gtttttaaat 
taatgatctt 
caaatctact 
tcatatcaat 
aattagaaaa 
ttctcaacag 
acagcaacag 
ttcatcaatt 



aactgtgggc 
ttgaactcca 
gtattcaact 
tcaacaatag 
actgatttga 
aacaaattca 
tttttttttc 
aataaataat 
atggatttta 
ccctctctat 
cctacaccca 
aacactcatg 
ttacaatcct 
gaacagcaac 
aatgatgctt 
gttaatgcca 
acaacagcaa 
actaatgata 
agtaacaata 
atgcttcctt 
acaaacaata 
attaaaaata 
aacttgccat 
gcatttgcca 
agagaaatag 
agagaacgta 
tctgcatcaa 
aaaaatttga 
ttacctttta 
gaagttttgg 
tttgaattag 
ttatgtaatt 
aaaccaggat 
gtgtctgggc 
caacacacat 
gggtggtaca 



aacaacaaca 
accagcagcg 
ctctaactct 
caggatatcc 
tttgggaaaa 
aagctttaat 
cctttctttc 
tcacatagcc 
gaaatttatc 
catcattatc 
atcccaacaa 
gcaataacac 
tgtggataaa 
aacaacaaac 
ctgctactaa 
atgccaatat 
ctagtattaa 
atgccaaaaa 
ataacaacaa 
ctgtttctaa 
ctacaattaa 
ttccatttgc 
taccatatgc 
atttcacatc 
gtggaagaaa 
ttgaaagaga 
atgcttcttt 
gtgtggctgg 
acaattccct 
aattgtacac 
ctatatcacc 
atttgaattt 
ccattgctca 
caactcaccc 
caacatcaac 
ttagctgttc 



acaacaacaa 
gcggcggcga 
ttctattttt 
attcatatac 
aacaaatttt 
tcccacctat 
tttctttctt 
caattcatat 
aactacaccg 
gtcagcctcg 
ttccaatacc 
tcccaaatta 
ccaaccatct 
ccttgatctg 
taataataat 
ccatgcccaa 
tgcttccacg 
aattaatgtt 
cactaacaat 
tgcaacgaca 
cgaagctgat 
cattaaaaag 
ctttaattat 
tacagatgag 
attacgtgtt 
gaaaagggag 
ggcttcttta 
cacaaatcct 
gttcaatgcc 
tcaattagta 
cagcatattt 
attagaattg 
gtgtataact 
gcaccaccat 
atccttaaca 
cagcgcacca 



caaaaaaaaa 
cagaaaaata 
tttttttttc 
aaatagataa 
atatttggag 
caaatttcat 
tcttttttgg 
tacattgact 
aatcaaatgg 
ggctattctt 
aataacaata 
tcaactcaaa 
attgctcctt 
ttggaaaata 
gttaatgtta 
acccatgtca 
attttaaata 
tccatgatta 
agtagtacag 
atgaataaca 
gatgacgagt 
gaacaattgt 
cattttgata 
acatcagcag 
gaatacaaaa 
aaaagaggtc 
ttgtcagctg 
tctcatacca 
ccaccagtag 
ttataccgag 
gaatatttct 
tttgataatg 
caaaaatcta 
caaaagaatc 
ttcatcatcg 
tga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2153 



<210> 288 
<211> 550 
<212> PRT 

<213> Candida albicans 
<400> 288 

Met Asp Phe Arg Asn Leu Ser Thr Thr Pro Asn Gin Met bly Thr Val 
1 5 10 15 

Met Gin Arg Arg Pro Ser Leu Ser Ser Leu Ser Ser Ala Ser Gly Tyr 

20 25 30 

Ser Ser Ser Asn Tyr Gly Gly Asn Pro Thr Pro Asn Pro Asn Asn Ser 
35 40 45 



289 



Asn Thr Asn Asn Asn Ser Ser Gly Asn Ser Asn Asn Asn Thr His Gly 
50 55 60 

Asn Asn Thr Pro Lys Leu Ser Thr Gin Arg Leu Thr Asn Asn Arg Asn 
65 70 75 80 

Leu Gin Ser Leu Trp lie Asn Gin Pro Ser lie Ala Pro Ser Asn Val 
85 90 95 

Val Pro Trp Val Glu Gin Gin Gin Gin Gin Thr Leu Asp Ser Leu Glu 
100 105 110 

Asn Asn Thr Lys Thr Asp Ser Ser Asn Asp Ala Ser Ala Thr Asn Asn 
115 120 125 

Asn Asn Val Asn Val Asn Val Asn Ala Asn Ala Asn Val Asn Ala Asn 
130 135 140 

Ala Asn lie His Ala Gin Thr His Val Asn Thr Asn Val Asn Ala Asn 
145 150 155 160 

Thr Thr Ala Thr Ser lie Asn Ala Ser Thr lie Leu Asn Thr Thr Pro 

165 170 175 

Ser lie Asn Asp Thr Asn Asp Asn Ala Lys Lys lie Asn Val Ser Met 
180 185 190 

lie Ser Asn Asn Asn Asn Asn Asn Ser Asn Asn Asn Asn Asn Asn Thr 
195 200 205 

Asn Asn Ser Ser Thr Gly Ser Ser Asn lie. Ala Asn Met Leu Pro Ser 
210 215 220 

Val Ser Asn Ala Thr Thr Met Asn Asn Ser Asn Ser lie Asn Ser Thr 
225 230 235 240 

Thr Asn Asn Thr Thr lie Asn Glu Ala Asp Asp Asp Glu Leu lie Pro 
245 250 255 

Thr Ala lie Val lie Lys Asn lie Pro Phe Ala lie Lys Lys Glu Gin 
260 265 270 

Leu Leu Asp Val Met Thr Lys Leu Asn Leu Pro Leu Pro Tyr Ala Phe 

275 280 285 

Asn Tyr His Phe Asp Asn Gly Val Phe Arg Gly Leu Ala Phe Ala Asn 
290 295 300 

Phe Thr Ser Thr Asp Glu Thr Ser Ala Val Val Asn Gin Leu Asn Gly 
305 310 315 320 

Arg Glu lie Gly Gly Arg Lys Leu Arg Val Glu Tyr Lys Lys Met Leu 
325 330 335 



Pro Ala Gin Glu Arg Glu Arg lie Glu Arg Glu Lys Arg Glu Lys Arg 
340 345 350 



290 



Gly Gin Leu Glu Glu Gin His Arg Ser Ala Ser Asn Ala Ser Leu Ala 

355 360 365 

Ser Leu Leu Ser Ala Ala Ser Thr Thr Ala Ala Thr Lys Asn Leu Ser 
370 375 380 

Val Ala Gly Thr Asn Pro Ser His Thr Thr Glu Arg Met Phe Leu Asn 
385 390 395 400 

Leu Pro Phe Asn Asn Ser Ser Phe Asn Ala Pro Pro Val Glu lie Asn 
405 410 415 

Phe Asn Asp Leu Glu Val Leu Glu Leu Tyr Thr Gin Leu Val Leu Tyr 
420 425 430 

Arg Asp Asp lie Thr Lys Ser Thr Phe Glu Leu Ala lie Ser Pro Ser 
435 440 445 

lie Phe Glu Tyr Phe Ser Thr Glu Asn His lie Asn Leu Cys Asn Tyr 
450 455 460 

Leu Asn Leu Leu Glu Leu Phe Asp Asn Gly Leu Leu Leu lie Arg Lys 
465 470 475 480 

Lys Pro Gly Ser lie Ala Gin Cys lie Thr Gin Lys Ser lie lie Pro 
485 490 495 

Asn Ser Gin Gin Val Ser Gly Pro Thr His Pro His His His Gin Lys 
500 505 510 

Asn Gin Leu His Gin Gin Gin Gin Gin His Thr Ser Thr Ser Thr Ser 
515 520 525 

Leu Thr Phe lie lie Asp Asp Glu Pro Ser Ser lie Gly Trp Tyr lie 
530 535 540 

Ser Cys Ser Ser Ala Pro 
545 550 



<210> 289 

<211> 3254 
<212> DNA 

<213> Candida albicans 



<400> 289 

ataaaaaaag 

gtagtaaaca 

agttttcaaa 

cctgacagta 

gatatcaatt 

aaaaaaagag 

tttattcatt 

gccatcaacg 

acatttgttt 



aaatacaatt 
aagcttaata 
ttcagtttct 
tattaataaa 
aactctcagt 
agaaaaatca 
ccaaggtata 
tgtgtcgaca 
ctatagaaaa 



aaaaaaattt 
atttctccca 
tttcttttat 
tattcttttt 
taaatccata 
cgggaattac 
acaagaacgt 
accaatcgac 
atgaagtttg 



tccttctgtg 
ttcaaattta 
atattttttc 
aacttatttt 
ttaccagttg 
gttctcaaca 
taggaataat 
tcctccctta 
aaaaaggtaa 



aaaaggcaat 
caacggacga 
ttactttctc 
tcaatcaaga 
tggaataatc 
gaaaataaca 
ataaaattat 
actagaacca 
agtgagaatt 



ttcgggtcta 
tgcagaaagt 
ttcctttctt 
aggtactgaa 
agaagaaaaa 
ataatttttt 
caccaaagct 
tagaacctca 
ttgcctaaac 



60 

120 

180 

240 

300 

360 

420 

480 

540 
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catcccctac accaaccaac ccacaaaccc cattgccatt acttccagct caaactaaac 60 0 
ctgtaaactc aaaaagaaaa tcagcagcca gtacacctgg aaatgaatca aagaaatcaa 660 
gaaaatcaaa ttctacagct tcaacaccca acagtgctac accaacatca gtcggaacac 72 0 
ctccacagaa aacttccaaa ccaacaggtc ataggccagt gacttcatgt actttttgtc 780 
gtcaacataa aatcaaatgt aatgcttcag ataattatcc aaacccatgt gaaagatgta 840 
aaaaaatggg tttgaaatgt gaaattgacc ccgaatttag acctcgcaaa gggtcacaaa 900 
tccaatcatt gaaactggat gttgatgaat tgaaggccaa gattgaaatg ttgactaaaa 96 0 
atgaatcttt gctcacacaa gctttgaatc aacacaattt gaaccacgct tcgcaacagc 102 0 
aacaactgtc tggatcgcaa tctcaacaac aacatcctcc aaatccacaa cgtgcattgt 1080 
catatacgtc tgcaaactca tcaccacaag ttgcatttag caatgcatcg ccaattcctt 1140 
ctgtgacaag tattcaacaa aatgcaccgt tgactcacga aaattccgac aattctccat 1200 
acgctttaaa tacaccagaa aacattgaag aattacaacc aatctcagaa tttattttgg 1260 
gtgacgttac tttgccatta aacagggcca atgagttaca cgacaagttt atgaccacac 132 0 
atttaccatt tttgccaata ataatatctc gatctgccac cgaattgtat cataaatctc 13 80 
aattgctttt ctgggccgtg attcttaccg caagcttatc agaaccagaa cccaaacttt 1440 
atatgtcgtt ggcatcctta attaaacaat tagcaattga aacatgttgg attaaaacac 1500 
caagatcaac tcatgttatc caagccttga tcatactttc aatatggccg ttacctaatg 1560 
aaaaagtttt ggatgattgc tcttatagat ttgttggatt ggcaaagaac ttgtcattac 1620 
aattaggtct acatcgtggt ggagaattca ttcaagaatt tagtcggaat caagtaagtc 16 8 0 
taggacctga tgcagaaagg tggaggactc gttcatggtt agcagttttc ttttgtgaac 174 0 
agttttggtc atcattgttg gggttgccac cttcaataaa cactactgat tatttattag 1800 
agaatgctcg tgttgataaa tcgttgccta aaaatttccg ttgtttgatt tcgctatcta 1860 
ttttccaatg caaattagtt aatattatgg gtattagcgt tactagacca gacggtttat 1920 
tggagcctct gaatcgtgct ggttcactta gtttattgga tagagaattg gaaagattaa 1980 
gatttaaact tcaatttgaa gaaggggggc caattgaagt atattatttg tatattaaat 2040 
tgatgatctg ctgctttgcc tttttaccag gtacacctat cgaggatcaa gtcaagtatg 2100 
tcagttttgc atatttatca gcaacaagaa tcgtgacaat cgtttctaaa atggtgaatg 2160 
acatttcatt gattgaattg ccaatatata tcagacaagc agtgacatat agtgttttca 2220 
tgttgttcaa attacatttg tcaagatatt tgattgacaa gtatgtggat agtgctagac 22 80 
agctgattgt tactgtgcat cgtttattta gaaacacgtt gagttcctgg aaagatttgc 2340 
aaaacgatat ttctcgaaca gccaaagttc tagaaaattt gaacatggtg ttgtataatt 2400 
atcctgaaat attfcttaaat gatctggaaa atgaggattc aagtattatc accagaatga 2460 
ggtcacattt gacagcatct ttattctatg atttggtttg gtgtgtacat gaggcaagaa 2 52 0 
gacgatcagt acttgataag gggaaaagac aggctcagcc taacaagaaa atcttgccct 2 58 0 
tgccatttta caaccaaatc actaaggatg atttcaagac aattaccacg acatcaccta 2 64 0 
atggaactac tattactaca ttagttccaa ctgatcaagc tatgaatcaa gcaaaactga 2700 
aatcttttga ttccagcaaa ccacttgaaa taaatggtat tcccttacct atgcttgaag 2760 
ctactggttc aacaagagaa gttttagatt ctttaccctc gcaatcttta ccatcacaag 2820 
caccaactct tcagcagtat ccaatgcagc aagatcaaca acagcaagaa ccatcacaac 2880 
aacaacaaca aaagcacctg cagcaactgc agcaatacca acaacagcag caatcgaatc 2 94 0 
aacagcaacc acatcttcaa catcaaagac agtttcaaca atcaccacca ccgcaatttt 3 000 
caatgatttc ttcaacgccg ccccttcagc aaccaccttt tattttggca aactcaccgt 3060 
taccacaaac ttatttgcca aagattgatg aaatgaatat gtcaccagaa gtaaaacaag 3120 
aaaactctgt tgctccattt gcatctcaaa tcaccaactt ttttgatcaa caaacaagtg 3180 
gatggtttaa taatgataac caagatgacg actttttggg ttggtttgat gttaatatga 3240 
tgcaagagaa ataa 3254 



<210> 290 
<211> 917 
<212> PRT 

<213> Candida albicans 



<400> 290 

Met Lys Phe Glu Lys Gly Lys Val Arg lie Leu Pro Lys Pro Ser Pro 
1 5 10 15 



292 



Thr Pro Thr Asn Pro Gin Thr Pro Leu Pro Leu Leu Pro Ala Gin Thr 
20 25 30 

Lys Pro Val Asn Ser Lys Arg Lys Ser Ala Ala Ser Thr Pro Gly Asn 
35 40 45 

Glu Ser Lys Lys Ser Arg Lys Ser Asn Ser Thr Ala Ser Thr Pro Asn 
50 55 60 

Ser Ala Thr Pro Thr Ser Val Gly Thr Pro Pro Gin Lys Thr Ser Lys 
65 70 75 80 

Pro Thr Gly His Arg Pro Val Thr Ser Cys Thr Phe Cys Arg Gin His 
85 90 95 

Lys lie Lys Cys Asn Ala Ser Asp Asn Tyr Pro Asn Pro Cys Glu Arg 

100 105 110 

Cys Lys Lys Met Gly Leu Lys Cys Glu lie Asp Pro Glu Phe Arg Pro 
115 120 125 

Arg Lys Gly Ser Gin lie Gin Ser Leu Lys Ser Asp Val Asp Glu Leu 
130 135 140 

Lys Ala Lys lie Glu Met Leu Thr Lys Asn Glu Ser Leu Leu Thr Gin 
145 150 155 160 

Ala Leu Asn Gin His Asn Leu Asn His Ala Ser Gin Gin Gin Gin Ser 
165 170 175 

Ser Gly Ser Gin Ser Gin Gin Gin His Pro Pro Asn Pro Gin Arg Ala 
180 185 190 

Leu Ser Tyr Thr Ser Ala Asn Ser Ser Pro Gin Val Ala Phe Ser Asn 
195 200 205 

Ala Ser Pro lie Pro Ser Val Thr Ser lie Gin Gin Asn Ala Pro Leu 
210 215 220 

Thr His Glu Asn Ser Asp Asn Ser Pro Tyr Ala Leu Asn Thr Pro Glu 
225 230 235 240 

Asn lie Glu Glu Leu Gin Pro lie Ser Glu Phe lie Leu Gly Asp Val 
245 250 255 

Thr Leu Pro Leu Asn Arg Ala Asn Glu Leu His Asp Lys Phe Met Thr 

260 265 270 

Thr His Leu Pro Phe Leu Pro lie lie lie Ser Arg Ser Ala Thr Glu 
275 280 285 

Leu Tyr His Lys Ser Gin Leu Leu Phe Trp Ala Val lie Leu Thr Ala 
290 295 300 



Ser Leu Ser Glu Pro Glu Pro Lys Leu Tyr Met Ser Leu Ala Ser Leu 
305 310 315 320 



293 



lie Lys Gin Leu Ala 
325 

Thr His Val lie Gin 
340 

Asn Glu Lys Val Leu 
355 

Lys Asn Leu Ser Leu 
370 

Gin Glu Phe Ser Arg 
385 

Trp Arg Thr Arg Ser 
405 

Ser Ser Leu Leu Gly 
420 

Leu Glu Asn Ala Arg 
435 

Leu lie Ser Leu Ser 

450 

lie Ser Val Thr Arg 
465 

Gly Ser Leu Ser* Leu 
485 

Leu Gin Phe Glu Glu 
500 

Lys Leu Met lie Cys 
515 

Asp Gin Val Lys Tyr 
530 

Val Thr lie Val Ser 
545 

Pro lie Tyr lie Arg 
565 

Lys Leu His Leu Ser 
580 

Arg Gin Ser lie Val 
595 

Ser Trp Lys Asp Leu 
610 



lie Glu Thr Cys Trp lie 
330 

Ala Leu lie lie Leu Ser 
345 

Asp Asp Cys Ser Tyr Arg 
360 

Gin Leu Gly Leu His Arg 
375 

Asn Gin Val Ser Leu Gly 
390 395 

Trp Leu Ala Val Phe Phe 
410 

Leu Pro Pro Ser lie Asn 
425 

Val Asp Lys Ser Leu Pro 
440 

lie Phe Gin Cys Lys Leu 

455 

Pro Asp Gly Leu Leu Glu 
470 475 

Leu Asp Arg Glu Leu Glu 
490 

Gly Gly Pro lie Glu Val 
505 

Cys Phe Ala Phe Leu Pro 
520 

Val Ser Phe Ala Tyr Leu 
535 

Lys Met Val Asn Asp lie 
550 555 

Gin Ala Val Thr Tyr Ser 

570 

Arg Tyr Leu lie Asp Lys 
585 

Thr Val His Arg Leu Phe 
600 

Gin Asn Asp lie Ser Arg 
615 



Lys Thr Pro Arg Ser 
335 

lie Trp Pro Leu Pro 
350 

Phe Val Gly Leu Ala 
365 

Gly Gly Glu Phe lie 
380 

Pro Asp Ala Glu Arg 

400 

Cys Glu Gin Phe Trp 
415 

Thr Thr Asp Tyr Leu 
430 

Lys Asn Phe Arg Cys 
445 

Val Asn lie Met Gly 
460 

Pro Ser Asn Arg Ala 
480 

Arg Leu Arg Phe Lys 
495 

Tyr Tyr Leu Tyr lie 
510 

Gly Thr Pro lie Glu 
525 

Ser Ala Thr Arg lie 
540 

Ser Leu lie Glu Leu 
560 

Val Phe Met Leu Phe 

575 

Tyr Val Asp Ser Ala 
590 

Arg Asn Thr Leu Ser 
605 

Thr Ala Lys Val Leu 
620 
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Glu Asn Leu Asn Met Val Leu Tyr Asn Tyr Pro Glu lie Phe Leu Asn 
625 630 635 640 

Asp Ser Glu Asn Glu Asp Ser Ser lie lie Thr Arg Met Arg Ser His 
645 650 655 

Leu Thr Ala Ser Leu Phe Tyr Asp Leu Val Trp Cys Val His Glu Ala 
660 665 670 

Arg Arg Arg Ser Val Leu Asp Lys Gly Lys Arg Gin Ala Gin Pro Asn 
675 680 685 ' 

Lys Lys lie Leu Pro Leu Pro Phe Tyr Asn Gin lie Thr Lys Asp Asp 

690 695 700 

Phe Lys Thr lie Thr Thr Thr Ser Pro Asn Gly Thr Thr lie Thr Thr 
705 710 715 720 

Leu Val Pro Thr Asp Gin Ala Met Asn Gin Ala Lys Ser Lys Ser Phe 
725 730 735 

Asp Ser Ser Lys Pro Leu Glu lie Asn Gly lie Pro Leu Pro Met Leu 
740 745 750 

Glu Ala Thr Gly Ser Thr Arg Glu Val Leu Asp Ser Leu Pro Ser Gin 

755 760 765 

Ser Leu Pro Ser Gin Ala Pro Thr Leu Gin Gin Tyr Pro Met Gin Gin 
770 775 780 

Asp Gin Gin Gin Gin Glu Pro Ser Gin Gin Gin Gin Gin Lys His Ser 
785 790 795 800 

Gin Gin Ser Gin Gin Tyr Gin Gin Gin Gin Gin Ser Asn Gin Gin Gin 
805 810 815 

Pro His Leu Gin His Gin Arg Gin Phe Gin Gin Ser Pro Pro Pro Gin 
820 825 830 

Phe Ser Met lie Ser Ser Thr Pro Pro Leu Gin Gin Pro Pro Phe lie 
835 840 845 

Leu Ala Asn Ser Pro Leu Pro Gin Thr Tyr Leu Pro Lys lie Asp Glu 
850 855 860 

Met Asn Met Ser Pro Glu Val Lys Gin Glu Asn Ser Val Ala Pro Phe 
865 870 875 880 

Ala Ser Gin He Thr Asn Phe Phe Asp Gin Gin Thr Ser Gly Trp Phe 
885 890 895 

Asn Asn Asp Asn Gin Asp Asp Asp Phe Leu Gly Trp Phe Asp Val Asn 
900 905 910 



Met Met Gin Glu Lys 
915 
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<210> 291 

<211> 908 
<212> DNA 

<213> Candida albicans 



<400> 291 

ttattattac 

acgtttgaaa 

taactactaa 

ttatcattca 

atacagaggg 

cgtctgttac 

cgaccacaaa 

gatcacaatt 

atcttcttcc 

gacaagccga 

aaaaggttga 

atttgactgt 

aagccatttt 

tctacgaaga 

cttttggcga 

atgtttaa 



tatgacacac 
acacccaccc 
accttttttt 
tctatatata 
aaaatcaccc 
tacttacccc 
aataatatgg 
caaagacgag 
gatcatcata 
ggcagccaga 
gaattccgat 
tggtcaattt 
catctttgtc 
acacaaggac 
gaaactagca 



acttactctc 
cctttttctt 
ttatttattt 
catccccatc 
tttttattat 
gtgtttgtag 
aaataatact 
catccttttg 
tactaacatt 
attgctcaga 
atccccgaaa 
gtttacgtta 
aatgacatat 
gaagatggtt 
attgacattt 



ttctatgtct 
atctacaaaa 
attttgtatt 
gattcatctg 
taccaaggtc 
ataattgcca 
aacagaactt 
gtatgtatta 
ttcgtgggtg 
ggttcaagga 
ttgataaacg 
ttagaaaaag 
tacccccaac 
tcttatacgt 
catcattaga 



ccgcttacat 
aaaaaataac 
ttgttatatt 
acataatagt 
tcaatgatta 
ctcaatcttt 
agaaacatca 
catgattttt 
ttattcttta 
tagagtacca 
taaatattta 
aatcaagtta 
cgctgcatta 
tttatactct 
tttcagtgat 



cacacatcat 
aaactcacta 
aatcaaacta 
atgtatgatc 
gtgtggctag 
aattgaccat 
ctcataatga 
agtcctctga 
atagaaaaga 
gtcatctgtg 
gtgccagtgg 
ccaagcgaaa 
atcagtacaa 
ggagagaata 
atccctgatt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

908 



<210> 292 
<211> 135 
<212> PRT 

<213> Candida albicans 

<400> 292 

Met Arg Ser Gin Phe Lys Asp Glu His Pro Phe Glu Lys Arg Gin Ala 
1 5 10 15 

Glu Ala Ala Arg He Ala Gin Arg Phe Lys Asp Arg Val Pro Val He 
20 25 30 

Cys Glu Lys Val Glu Asn Ser Asp He Pro Glu He Asp Lys Arg Lys 
35 40 45 ' 

Tyr Leu Val Pro Val Asp Leu Thr Val Gly Gin Phe Val Tyr Val He 
50 55 60 

Arg Lys Arg He Lys Leu Pro Ser Glu Lys Ala He Phe He Phe Val 
65 70 75 80 

Asn Asp He Leu Pro Pro Thr Ala Ala Leu He Ser Thr He Tyr Glu 
85 90 95 

Glu His Lys Asp Glu Asp Gly Phe Leu Tyr Val Leu Tyr Ser Gly Glu 

100 105 110 

Asn Thr Phe Gly Glu Lys Leu Ala He Asp He Ser Ser Leu Asp Phe 
115 120 125 



Ser Asp He Pro Asp Tyr Val 
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130 



135 



<210> 293 
<211> 2891 
<212> DNA 

<213> Candida albicans 



<400> 293 

gtggcacatc 

caaaaaaaac 

agcagcaaag 

gattgtatac 

tgctacttca 

atttgccttc 

atattagtac 

aatttgttaa 

tttgtcaaac 

ttcgacctaa 

agaaagtagt 

ctaccgatcc 

acaaaacatg 

agatatctat 

ctaaccttga 

ggtctaactc 

ctcccacagc 

ctcctcctcc 

tgcttcgtcc 

gtgggtttgg 

tgacaatcac 

tggtaaataa 

ttaggaaatg 

acgagaaaca 

attatgaaaa 

tgtgtgacga 

agctcaatat 

agtttcacac 

agcgaaactt 

tgaagaaacg 

ttagacgtac 

ttgttccacc 

ttaatcagtt 

cgttgttggc 

tggcatccgg 

aaaagattgt 

gcaaggtcag 

agttggttaa 

ctggcgggat 

ggaacccagc 

cgtgtttcat 

agctcgtgaa 

atgtgtttga 

atactcatga 

ccatagagga 

agaagattga 

atcgacacta 



ccaggaagta 
agaaacgaga 
ttcgtcccta 
catgtactac 
tacgtttgta 
aagtatcatg 
catcaacggt 
tataaaccca 
gcgtatcaga 
tgctccgttt 
aaaacgaaaa 
cggctcaaca 
ggacggtgat 
caagaactct 
cgacgtgatt 
aactccccag 
tagtagtcgg 
aaaagccaaa 
gcatcaggtt 
cgggcacggg 
tacaatctgg 
ggtattggtg 
gttaggtgct 
ggatatactc 
acttgtggca 
gggccatcgt 
tccgaagaaa 
gttgatctcg 
tataacacct 
cggtgaagag 
acaagcgatt 
tacatcgttg 
tgaggcattt 
cgacgacgag 
taaaataaac 
cttaatttcc 
cctaacattt 
tcagtttaac 
ggggatcaac 
gaccgatttg 
ttataggcta 
gaacaaattg 
caatgatgat 
tttattagag 
aagcgaacca 
cgatggtgag 
caatccagag 



gagcatggac 
aaaaaaatcg 
aatatgagtc 
tttcattttc 
ttgatgtttg 
tttgcaatct 
tatgcaaagt 
aagtttctaa 
atgtttaccc 
cggcctccta 
ttgcccacta 
aaatacgtga 
gggtatgccg 
gatggcaaac 
agtgtgggac 
acagtgacac 
aaaccgcttt 
gattatgtca 
gaaggtgtga 
tgtttgttag 
acgttgctca 
gtgtgtcctg 
aataagctaa 
aattttggaa 
cattttgatg 
ttgaagaata 
attgttttga 
tttctcaacc 
atatctaggg 
atatcgcagc 
ttggctaatt 
cagctcaagt 
accatgatca 
ttatttaaaa 
attcttgtgc 
aactacacca 
tcgagattag 
acgaaccccg 
ttg^tcgggg 
caatcgatgt 
ttcaccacgg 
agttccaagt 
ttgaagaata 
tgtgtgtgtg 
cccccaaaac 
gcgctaaaga 
gtgaaccgta 



agttcgtatg 

atcgtcaacc 

aagtccaaca 

catttgttat 

ccttattggt 

ccagagcata 

agcgctgtct 

caggctctgt 

tttttttttt 

gaccaataaa 

ccaccaatcc 

tccaatggag 

tgattaaaca 

ctatggggaa 

cctatgaatt 

gtgttaccca 

atgacgactg 

aagtaaatat 

agtttatgta 

cagatgaaat 

aacaaaaccc 

tcacgcttat 

acgtgttgac 

agttgaatgt 

aactctcagc 

gtgcaaataa 

cgggtacgcc 

cgggtgtgct 

cccgagatat 

agttgattga 

acttgacaca 

tgttcgacta 

atttgtttaa 

agattgttga 

cgttgctatt 

agactttgga 

atgggtcgac 

acataaacgt 

cttcgaggtt 

cgcgaattca 

ggtgtattga 

ttttggacaa 

tttttgagat 

agggcgacgg 

aagcatgggt 

ggacggctgt 

atttggattt 



gtattgctgt 
tttatcaact 
gaaacccaaa 
gcttacgaca 
tgcctatggg 
ctattatgtt 
acttagtttt 
ttgctcgact 
taccacagat 

ggggggtgtt 

taaacctgca 
aaagaaaact 
gcttgagaat 
aagagtgttt 
agaattagac 
ccagttcaaa 
tgccgatgcc 
cgatccacat 
tgagtgttta 

ggggttgggg 

gtttatggaa 
ttccaattgg 
gctcaacaac 
gtaccaagtg 
ggtcaagttt 
agtattgaat 
gattcaaaac 
tcccgagcta 
caactgtttt 
attgactcag 
gaaaactgac 
tataaccaac 
aaagatttgc 
agaaaagttt 
ggaaattgct 
cttgttggaa 
ccccaacaat 
atttttattg 
gattttgttt 
cagagacgga 
cgagaaaatc 
tgacgccacg 
agatacatcg 
gtcgatgttg 
tactgcatta 
taaatttgcc 
tgattctgcg 



gcatacgata 

catctacagc 

tcgtttggta 

actgaaacca 

atctacgctt 

tttggcatgg 

atagtttaaa 

aaaaaagaat 

caaatgaatg 

gcggtggtgc 

aagattttga 

tcaaagaaga 

ggggcatgcg 

actgcgacac 

gaaaaagtag 

aaggttgctc 

atcgcgttgc 

ttggcaaaag 

atggggtacc 

aaaacgttga 

aaaggtgcag 

agacaggagt 

ccaatgtcaa 

ttagtggtga 

gatttgttag 

aatcttatca 

gagttggtag 

aaattgtttc 

gaccctgaag 

agttttattc 

attttgttgt 

ttgaagaaat 

aattcccctt 

aatttgggga 

tcgcttgggg 

caggttttgc 

gtgcgtagca 

tcgtcgaaat 

gacaatgact 

caattgaaac 

tttcagcgac 

tccaaatctg 

acaatatcca 

agtcagccaa 

gagcttaaga 

ttgaacgatt 

ctacaccgaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
,1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
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ttgctaacaa ttcaagctat gaaaataagc aattgccaat tacatttata atgctgagag 2 880 
taactaatta a ^^^^ 



<210> 294 
<211> 796 
<212> PRT 

<213> Candida albicans 
<400> 294 

Met Phe Thr Leu Phe Phe Phe Thr Thr Asp Gin Met Asn Val Arg Pro 
15 10 15 

Asn Ala Pro Phe Arg Pro Pro Arg Pro He Lys Gly Gly Val Ala Val 
20 25 30 

Val Gin Lys Val Val Lys Arg Lys Leu Pro Thr Thr Thr Asn Pro Lys 
35 40 45 

Pro Ala Lys He Leu Thr Thr Asp Pro Gly Ser Thr Lys Tyr Val He 
50 55 60 

Gin Trp Arg Lys Lys Thr Ser Lys Lys Asn Lys Thr Trp Asp Gly Asp 
65 70 75 80 

Gly Tyr Ala Val He Lys Gin Leu Glu Asn Gly Ala Cys Glu He Ser 
85 90 95 

He Lys Asn Ser Asp Gly Lys Pro Met Gly Lys Arg Val Phe Thr Ala 
100 105 110 

Thr Pro Asn Leu Asp Asp Val He Ser Val Gly Pro Tyr Glu Leu Glu 
115 120 125 

Leu Asp Glu Lys Val Gly Ser Asn Ser Thr Pro Gin Thr Val Thr Arg 
130 135 140 

Val Thr His Gin Phe Lys Lys Val Ala Pro Pro Thr Ala Ser Ser Arg 
145 150 155 160 

Lys Pro Leu Tyr Asp Asp Cys Ala Asp Ala lie Ala Leu Pro Pro Pro 
165 170 175 

Pro Lys Ala Lys Asp Tyr Val Lys Val Asn He Asp Pro His Leu Ala 
180 185 190 

Lys Val Leu Arg Pro His Gin Val Glu Gly Val Lys Phe Met Tyr Glu 
195 200 205 

Cys Leu Met Gly Tyr Arg Gly Phe Gly Gly His Gly Cys Leu Leu Ala 
210 215 220 

Asp Glu Met Gly Leu Gly Lys Thr Leu Met Thr He Thr Thr He Trp 
225 230 235 240 

Thr Leu Leu Lys Gin Asn Pro Phe Met Glu Lys Gly Ala Val Val Asn 
245 250 255 
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Lys.Val Leu Val Val Cys Pro Val Thr Leu lie Ser Asn Trp Arg Gin 
260 • 265 270 

Glu Phe Arg Lys Trp Leu Gly Ala Asn Lys Leu Asn Val Leu Thr Leu 
275 280 285 

Asn Asn Pro Met Ser Asn Glu Lys Gin Asp lie Leu Asn Phe Gly Lys 
290 295 300 

Leu Asn Val Tyr Gin Val Leu Val Val Asn Tyr Glu Lys Leu Val Ala 
305 310 315 320 

His Phe Asp Glu Leu Ser Ala Val Lys Phe Asp Leu Leu Val Cys Asp 
325 330 335 

Glu Gly His Arg Leu Lys Asn Ser Ala Asn Lys Val Leu Asn Asn Leu 
340 345 350 

lie Lys Leu Asn lie Pro Lys Lys lie Val Leu Thr Gly Thr Pro lie 
355 360 365 

Gin Asn Glu Leu Val Glu Phe His Thr Leu lie Ser Phe Leu Asn Pro 
370 375 380 

Gly Val Leu Pro Glu Leu Lys Leu Phe Gin Arg Asn Phe lie Thr Pro 
385 390 395 400 

He Ser Arg Ala Arg Asp He Asn Cys Phe Asp Pro Glu Val Lys Lys 
405 410 415 

Arg Gly Glu Glu He Ser Gin Gin Leu He Glu Leu Thr Gin Ser Phe 
420 425 430 

He Leu Arg Arg Thr Gin Ala He Leu Ala Asn Tyr Leu Thr Gin Lys 
435 440 445 

Thr Asp He Leu Leu Phe Val Pro Pro Thr Ser Leu Gin Leu Lys Leu 
450 455 460 

Phe Asp Tyr He Thr Asn Leu Lys Lys Phe Asn Gin Phe Glu Ala Phe 
465 470 475 480 

Thr Met He Asn Leu Phe Lys Lys He Cys Asn Ser Pro Ser Leu Leu 
485 490 495 

Ala Asp Asp Glu Leu Phe Lys Lys He Val Glu Glu Lys Phe Asn Leu 
500 505 510 

Gly Met Ala Ser Gly Lys He Asn He Leu Val Pro Leu Leu Leu Glu 
515 520 525 

He Ala Ser Leu Gly Glu Lys He Val Leu He Ser Asn Tyr Thr Lys 
530 535 540 



Thr Leu Asp Leu Leu Glu Gin Val Leu Arg Lys Val Ser Leu Thr Phe 
545 550 555 560 
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Ser Arg Leu Asp Gly Ser Thr Pro Asn Asn Val Arg Ser Lys Leu Val 
565 570 575 

Asn Gin Phe Asn Thr Asn Pro Asp lie Asn Val Phe Leu Leu Ser Ser 
580 585 590 

Lys Ser Gly Gly Met Gly lie Asn Leu Val Gly Ala Ser Arg Leu lie 
595 600 605 

Leu Phe Asp Asn Asp Trp Asn Pro Ala Thr Asp Leu Gin Ser Met Ser 
610 615 620 

Arg lie His Arg Asp Gly Gin Leu Lys Pro Cys Phe lie Tyr Arg Leu 
625 630 635 640 

Phe Thr Thr Gly Cys lie Asp Glu Lys lie Phe Gin Arg Gin Leu Val 
645 650 655 

Lys Asn Lys Leu Ser Ser Lys Phe Leu Asp Asn Asp Ala Thr Ser Lys 
660 665 670 

Ser Asp Val Phe Asp Asn Asp Asp Leu Lys Asn lie Phe Glu lie Asp 

675 680 685 

Thr Ser Thr He Ser Asn Thr His Asp Leu Leu Glu Cys Val Cys Glu 
690 695 700 

Gly Asp Gly Ser Met Leu Ser Gin Pro Thr He Glu Glu Ser Glu Pro 
705 710 715 720 

Pro Pro Lys Gin Ala Trp Val Thr Ala Leu Glu Leu Lys Lys Lys He 
725 730 735 

Asp Asp Gly Glu Ala Leu Lys Arg Thr Ala Val Lys Phe Ala Leu Asn 
740 745 750 

Asp Tyr Arg His Tyr Asn Pro Glu Val Asn Arg Asn Leu Asp Phe Asp 
755 760 765 

Ser Ala Leu His Arg He Ala Asn Asn Ser Ser Tyr Glu Asn Lys Gin 
770 775 780 

Leu Pro He Thr Phe He Met Ser Arg Val Thr Asn 
785 790 795 



<210> 295 
<211> 2643 
<212> DNA 

<213> Candida albicans 
<400> 295 

aaagaatttc aaatttagtt ttaggtgata attatcgttc gtcctttcct aacctaccaa 60 
ttttgacttt gtgtactcat acgatggttg ttattagtta aagttgcttt gctttgcttt 120 
tcaatttcaa tttcacaatt gaatttcaga atagaattag tttcaccttt tcttacaatc 180 



ggctaagatt ttttttcatt cttctaattt 
gtttgctcat atttacaatc aattggttat 
ttttaccccc ccttccgtct aattgagtta 
atattttttt tcttccttcc cttcttcaac 
aacaatccta taattactta cttaccttct 
caattgaata cttcaacgag atgactttac 
tttccgtcaa ttatcctacc accgataatg 
tgaaaacatt aattgattta ttatacgata 
atttagacca tttgttagtc tttgttaaat 
aaaaagattt aattaaaaat tatgaatttg 
ctaaacttag aattatttat caatacttaa 
ttactcctaa ttctggggat tggaaatttg 
ttaatgaaac cactttagtt gaagatttaa 
ttgccactat caaaaagaca tatggagttg 
attacacttt ttggttatta ttgctttcta 
ataaacgatt cctgttaact tttgccttta 
catcatggca tagaagagaa caacatttgg 
taattgaaga acataattcc gaattggcta 
cttatttcca tgcaaataat accaatggat 
ccattgcctt ggtgtttgtt ggtgttttga 
aaatcttttt aaccgatatt tatgatggcc 
cggttttaat cagtgtattt gtgccaattt 
ttattattaa atgggaaaat catgataacc 
aaacctttgt gttgaatttc ttgactggtt 
atttaccatt tgctcatttg gtgcaacctc 
catatgctgg tgaaaataga ttctacacca 
aatttaaaat caatcaaggt agattagatg 
aagttataca attggtattg aaatatattc 
ttattgaaac gaaaattcag aagaaacctc 
aatctatttg gttacataat gtcagattat 
atgattttag aggattagtt ttacaatttg 
cattggcacc attggtttgt attattttca 
aattattgaa tggtaaatat ttcaaaccac 
catggaattt agcccttttc ttgttagcat 
cggcatttta ccgtcatggt actgctccac 
aagctagtgt tcatgtttca tcctcagttt 
atggattttt gattttgagt tatcttttat 
ttgaatggga aaatgatttt gttgataatg 
ggaaagtaaa accaacttat aaagtccact 
aatcaacttt gaatttcact ggtcctaaac 
aaattgcttc taccgaagat gcttatctga 
ctt 
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agtttacaga atagaaagaa tagtttgctt 24 0 
tggtgtttat tatttttttt tggttcctct 300 
ttgtttggaa taatttatta cttattcaat 360 
ttcttcttta tacatttcaa tcaaccttcc 420 
tcaattggat taattggatt tgaattgtta 480 
caattcagga tttagaacct gattattata 540 
gatcaccaac cccacaagct gaaaaatcat 600 
aagggtttgc cgcccaaatt agacctggtg 66 0 
tgtcttcata caagttttct gaagaagctg 72 0 
gtgtcacggg taaagatgac gtgttagctt 780 
cttatccaca atcagttggt ggatgtggta 84 0 
tcaccagtat tgttccaatt actaatgcct 900 
aaattaatgt tactcaacca aatttatcaa 960 
aagttgctct ttattttgaa tatataaaac 1020 
ttattggtct tgtatctcat tttagaaaag 1080 
tcaatttgct ttggggggtt ttattccttg 1140 
ttaatgtatg gggtgttcaa aatagtcatt 12 00 
aagtcaatga aagatatgaa gaaaaatcaa 1260 
tcagattttt aaaacaattg gcatttatcc 1320 
ttagttatca attgagttgt ttctgtattg 1380 
ccgggaaatc tttattgact ttattaccaa 1440 
tgaccattgt ttataatgct gtcacggata 1500 
aatatagcaa aaataattct attcttgtta 1560 
atgttccatt aatcatcact tcattcatat 1620 
atttaggtga tattaaaacc actattgcca 1680 
aatacttgtt gaaattaaag agtcaagaag 1740 
ctcaattctt ttatttcatt gtcacaaatc 1800 
tcccattggg tttaagattt gtatttaatt 1860 
aattacaaac taaagatgat aaccctgatg 192 0 
cgttgaaact tcctgaatat aatgttgatg 1980 
gatatttgat aatgtttggt ccagtttggc 2040 
atttaatttt tttcaagttg gataatttta 2100 
cagttccaag aagagttgat tctattcatc 2160 
ggattggatc aattatttcc cccgtggtca 2220 
caaaatctat gggtcaattt gcccttgata 2280 
tcttggtttt attaatgttt gtttcagaac 2340 
ttgaattctc ttctttgttc aagagtcaag 2400 
atattaaatt gagacatgat tattattctg 2460 
cggatgagtt gtgggagaag tttaccccac 252 0 
caaccgcaga aactgatgat aaagttgaaa 25 8 0 
cttctgcaga aaaatctact actactgcta 2640 

2643 



<210> 296 
<211> 714 
<212> PRT 

<213> Candida albicans 
<400> 296 

Met Thr Leu Pro lie Gin Asp Leu Glu Pro Asp Tyr Tyr lie Ser Val 

15 10 15 

Asn Tyr Pro Thr Thr Asp Asn Gly Ser Pro Thr Pro Gin Ala Glu Lys 
20 25 30 



Ser Leu Lys Thr Leu lie Asp Leu Leu Tyr Asp Lys Gly Phe Ala Ala 
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35 40 45 

Gin lie Arg Pro Gly Asp Leu Asp His Leu Leu Val Phe Val Lys Leu 
50 55 60 

Ser Ser Tyr Lys Phe Ser Glu Glu Ala Glu Lys Asp Leu lie Lys Asn 
65 70 75 80 

Tyr Glu Phe Gly Val Thr Gly Lys Asp Asp Val Leu Ala Ser Lys Leu 
85 90 95 

Arg lie lie Tyr Gin Tyr Leu Thr Tyr Pro Gin Ser Val Gly Gly Cys 
100 105 110 

Gly lie Thr Pro Asn Ser Gly Asp Trp Lys Phe Val Thr Ser lie Val 
115 120 125 

Pro lie Thr Asn Ala Phe Asn Glu Thr Thr Leu Val Glu Asp Leu Lys 
130 135 140 

lie Asn Val Thr Gin Pro Asn Leu Ser He Ala Thr He Lys Lys Thr 
145 150 155 160 

Tyr Gly Val Glu Val Ala Leu Tyr Phe Glu Tyr He Lys His Tyr Thr 
165 170 175 

Phe Trp Leu Leu Leu Leu Ser He He Gly Leu Val Ser His Phe Arg 
180 185 190 

Lys Asp Lys Arg Phe Ser Leu Thr Phe Ala Phe He Asn Leu Leu Trp 
195 200 205 

Gly Val Leu Phe Leu Ala Ser Trp His Arg Arg Glu Gin His Leu Val 
210 215 220 

Asn Val Trp Gly Val Gin Asn Ser His Leu He Glu Glu His Asn Ser 
225 230 235 240 

Glu Leu Ala Lys Val Asn Glu Arg Tyr Glu Glu Lys Ser Thr Tyr Phe 
245 250 255 

His Ala Asn Asn Thr Asn Gly Phe Arg Phe Leu Lys Gin Leu Ala Phe 
260 265 270 

He Pro He Ala Leu Val Phe Val Gly Val Leu He Ser Tyr Gin Leu 
275 280 285 

Ser Cys Phe Cys He Glu He Phe Leu Thr Asp He Tyr Asp Gly Pro 
290 295 300 

Gly Lys Ser Leu Leu Thr Leu Leu Pro Thr Val Leu He Ser Val Phe 
305 310 315 320 

Val Pro lie Leu Thr He Val Tyr Asn Ala Val Thr Asp He He He 
325 330 335 



Lys Trp Glu Asn His Asp Asn Gin Tyr Ser Lys Asn Asn Ser He Leu 
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340 

Val Lys Thr Phe Val 
355 

lie Thr Ser Phe lie 
370 

Leu Gly Asp lie Lys 

385 

Phe Tyr Thr Lys Tyr 
405 

lie Asn Gin Gly Arg 
420 



345 

Leu Asn Phe Leu Thr Gly 
360 

Tyr Leu Pro Phe Ala His 
375 

Thr Thr lie Ala Thr Tyr 
390 395 

Leu Leu Lys Leu Lys Ser 
410 

Leu Asp Ala Gin Phe Phe 
425 



350 

Tyr Val Pro Leu lie 
365 

Leu Val Gin Pro His 
380 

Ala Gly Glu Asn Arg 
400 

Gin Glu Glu Phe Lys 
415 

Tyr Phe lie Val Thr 
430 



Asn Gin Val lie 
435 

Arg Phe Val Phe 
450 

Leu Gin Thr Lys 
465 

Val Arg Leu Ser 



Arg Gly Leu Val 

500 

Trp Pro Leu Ala 
515 



Gin Leu Val Leu 
440 

Asn Phe lie Glu 
455 

Asp Asp Asn Pro 
470 

Leu Lys Leu Pro 
485 

Leu Gin Phe Gly 



Pro Leu Val Cys 
520 



Lys Tyr lie Leu 



Thr Lys lie Gin 
460 

Asp Glu Ser lie 
475 

Glu Tyr Asn Val 
490 

Tyr Leu lie Met 
505 

lie lie Phe Asn 



Pro Leu Gly Leu 
445 

Lys Lys Pro Gin 



Trp Leu His Asn 
480 

Asp Asp Asp Phe 
495 

Phe Gly Pro Val 
510 

Leu He Phe Phe 
525 



Lys Leu Asp Asn Phe Lys Leu Leu Asn Gly Lys Tyr Phe Lys Pro Pro 
530 535 540 

Val Pro Arg Arg Val Asp Ser He His Pro Trp Asn Leu Ala Leu Phe 
545 550 555 560 

Leu Leu Ala Trp He Gly Ser He He Ser Pro Val Val Thr Ala Phe 
565 570 575 



Tyr Arg His Gly Thr Ala Pro Pro 
580 

Asp Lys Ala Ser Val His Val Ser 

595 600 

Met Phe Val Ser Glu His Gly Phe 
610 615 

Glu Phe Ser Ser Leu Phe Lys Ser 
625 630 

Val Asp Asn Asp He Lys Leu Arg 



Lys Ser Met Gly Gin Phe Ala Leu 
585 590 

Ser Ser Val Phe Leu Val Leu Leu 
605 

Leu He Leu Ser Tyr Leu Leu Phe 

620 

Gin Val Glu Trp Glu Asn Asp Phe 

635 640 

His Asp Tyr Tyr Ser Gly Lys Val 
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645 



650 



655 



Lys Pro Thr Tyr Lys Val His Ser Asp Glu Leu Trp Glu Lys Phe Thr 
660 665 670 

Pro Gin Ser Thr Leu Asn Phe Thr Gly Pro Lys Pro Thr Ala Glu Thr 
675 680 685 

Asp Asp Lys Val Glu Lys He Ala Ser Thr Glu Asp Ala Tyr Ser Thr 
690 695 700 

Ser Ala Glu Lys Ser Thr Thr Thr Ala Thr 
705 710 



<210> 297 
<211> 1784 
<212> DNA 

<213> Candida albicans 



<400> 297 

cggtaattat 

gttttactaa 

tttttgaaac 

tagctcaata 

aacacacaaa 

cctataagtc 

tcaccaattt 

tcaataacgg 

aagcttctgt 

aaagaaacgg 

aattgtattc 

caatttatgc 

atgattacac 

attctgaagg 

ccaaatatgg 

acagagtaca 

aaggtaaaac 

tgactcctag 

ataacacaac 

atttgactac 

gaggaagttc 

gtaacgatct 

gttcagtgat 

tatggttatc 

tggaaccagc 

cttctattgt 

cttatgttag 

cagggttctc 

ttgactttgt 

gggattataa 



gtcacaaaaa 

caccttttat 

gtgggctctg 

actgcatttc 

aaacatccag 

cataataatt 

tcttctctcc 

gttgttatta 

gcaacaatac 

atatgggatt 

aagacatggt 

taaatttgaa 

ttattttgtc 

aacctatgcc 

atccttatac 

tgaaacttca 

tgtcaagttt 

aagtgcatgt 

atatttaaat 

aagtgatgtc 

accattctgt 

ttccaaatat 

tttgaattca 

atttgctcat 

tgaagattta 

tccacaaggt 

atacattatc 

ttgtaaactt 

taaacaatgt 

aaatgtcact 



caaacaatca 

tttgtgttat 

tttagtttaa 

gtacaataat 

ttctggagag 

caattgaagg 

aaaaaaaaca 

actagtcaaa 

aatatactca 

tctactgata 

gaaagatacc 

aactacaaag 

aaagaccaga 

ggtacaacca 

aaggaaaact 

aagtatttcg 

aacatcatct 

tccaagaaca 

gctattgctg 

aacaatttat 

gatttattca 

tattctaatg 

tccttggaac 

gatactgatt 

ccaacatctt 

gccagaatat 

aacgatgctg 

gatgattttg 

ggtgtcaata 

tacagtgctc 



acatattaaa 
acaaattgca 
cttcttgtag 
gttaattcaa 
atttttcaaa 
attattttct 
ccttcttcat 
gtgttttcca 
attttcttgg 
tccctgctgg 
caagtaaaag 
gtacttttaa 
gtaactatgc 
atgccttgcg 
caactttacc 
ctagagggtt 
ctgaagatgc 
aagaactgag 
aaagattagt 
tcagttggtg 
ccaatgaaga 
gtgctggtaa 
ttttgaagga 
tggaaatttt 
acatcccatt 
acacagaaaa 
tcgtgccaat 
aaaatttcgt 
gtacctaccc 
ctttagaatt 



tcgttatccc 

caatcaatta 

ttttattatt 

ttctaaattc 

acttctatta 

tttccctttt 

ggtttctgtt 

agatgttgct 

cggtagtgcc 

ttgtgaaatt 

taatggtaaa 

aggtgatttg 

taaggaaact 

tcatggtgct 

aatcttcaca 

tttaggtgat 

tgatcttggt 

cagtagtact 

taaaccaaac 

tgcttatgaa 

attcattaag 

taattacacc 

cactaagaac 

ccattctgct 

ccctaaccca 

acttcaatgt 

tccaaaatgt 

taaagaaaga 

atctgagctt 

gtaa 



aactttgtca 

ctataacttt 

ccgattgggt 

cgatgaaccg 

taaatagaac 

ctgattactt 

tctaaattaa 

actccgcaac 

ccttatattc 

gctcaaattc 

agtttagaag 

tcattcttaa 

agcccaaaaa 

gcgtttagag 

tccaattcta 

gattatgaag 

gccaatagtt 

gccaaaaaat 

ccaggtttga 

atcaacgtca 

aactcttatg 

agaatcattg 

tctaatcaag 

ttaggattat 

tacgtccatt 

ggaaacgatg 

gctactggtc 

attggagatg 

actttctact 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1784 



<210> 298 
<211> 461 
<212> PRT 



304 



<213> Candida albicans 
<400> 298 

Met Val Ser Val Ser Lys Leu lie Asn Asn Gly Leu Leu Leu Thr Ser 
15 10 15 

Gin Ser Val Phe Gin Asp Val Ala Thr Pro Gin Gin Ala Ser Val Gin 
20 25 30 

Gin Tyr Asn lie Leu Asn Phe Leu Gly Gly Ser Ala Pro Tyr lie Gin 
35 40 45 

Arg Asn Gly Tyr Gly lie Ser Thr Asp lie Pro Ala Gly Cys Glu lie 
50 55 60 

Ala Gin He Gin Leu Tyr Ser Arg His Gly Glu Arg Tyr Pro Ser Lys 
65 70 75 80 

Ser Asn Gly Lys Ser Leu Glu Ala He Tyr Ala Lys Phe Glu Asn Tyr 
85 90 95 

Lys Gly Thr Phe Lys Gly Asp Leu Ser Phe Leu Asn Asp Tyr Thr Tyr 
100 105 110 

Phe Val Lys Asp Gin Ser Asn Tyr Ala Lys Glu Thr Ser Pro Lys Asn 
115 120 125 

Ser Glu Gly Thr Tyr Ala Gly Thr Thr Asn Ala Leu Arg His Gly Ala 
139 135 140 

Ala Phe Arg Ala Lys Tyr Gly Ser Leu Tyr Lys Glu Asn Ser Thr Leu 
145 150 155 160 

Pro He Phe Thr Ser Asn Ser Asn Arg Val His Glu Thr Ser Lys Tyr 
165 170 175 

Phe Ala Arg Gly Phe Leu Gly Asp Asp Tyr Glu Glu Gly Lys Thr Val 
180 185 190 

Lys Phe Asn He He Ser Glu Asp Ala Asp Leu Gly Ala Asn Ser Leu 
195 200 205 

Thr Pro Arg Ser Ala Cys Ser Lys Asn Lys Glu Ser Ser Ser Ser Thr 
210 215 220 

Ala Lys Lys Tyr Asn Thr Thr Tyr Leu Asn Ala He Ala Glu Arg Leu 
225 230 235 240 

Val Lys Pro Asn Pro Gly Leu Asn Leu Thr Thr Ser Asp Val Asn Asn 
245 250 255 

Leu Phe Ser Trp Cys Ala Tyr Glu He Asn Val Arg Gly Ser Ser Pro 
260 . 265 270 

Phe Cys Asp Leu Phe Thr Asn Glu Glu Phe He Lys Asn Ser Tyr Gly 
275 280 285 



305 



Asn Asp Leu Ser Lys Tyr Tyr Ser Asn Gly Ala Gly Asn Asn Tyr Thr 
290 295 300 

Arg lie He Gly Ser Val He Leu Asn Ser Ser Leu Glu Leu Leu Lys 
305 310 315 320 

Asp Thr Lys Asn Ser Asn Gin Val Trp Leu Ser Phe Ala His Asp Thr 
325 330 335 

Asp Leu Glu He Phe His Ser Ala Leu Gly Leu Leu Glu Pro Ala Glu 
340 345 350 

Asp Leu Pro Thr Ser Tyr He Pro Phe Pro Asn Pro Tyr Val His Ser 
355 360 365 

Ser He Val Pro Gin Gly Ala Arg lie Tyr Thr Glu Lys Leu Gin Cys 

370 375 " 380 

Gly Asn Asp Ala Tyr Val Arg Tyr He He Asn Asp Ala Val Val Pro 
385 390, 395 400 

He Pro Lys Cys Ala Thr Gly Pro Gly Phe Ser Cys Lys Leu Asp Asp 
405 410 415 

Phe Glu Asn Phe Val Lys Glu Arg He Gly Asp Val Asp Phe Val Lys 
420 425 430 

Gin Cys Gly Val Asn Ser Thr Tyr Pro Ser Glu Leu Thr Phe Tyr Trp 
435 440 445 

Asp Tyr Lys Asn Val Thr Tyr Ser Ala Pro Leu Glu Leu 
450 455 460 



<210> 299 
<211> 1871 
<212> DNA 

<213> Candida albicans 
<400> 299 

gagttttatg ggattgggtt tttcaattaa 
caaaatttat ttaacgatgc aataattatt 
atctttatta tggaagaaat tggtcaaaat 
tgttgggatg gtgccacaaa tggagattgt 
tttgtttctt gtttttatta tttagccact 
taaagtgata agattaatat catattagta 
atagccagac tataaaaatt acggggattt 
tatgtgcttt tttcataagt atgatttgaa 
aattctttcc agacaactaa atggttggtt 
taagtggaca atctgttttc caggatgttg 
ataatattgt caagtacctt ggtggcagcg 
tttctactga tataccagaa aaatgcacta 
gtgagcgatt tcctagtaaa ggagatggga 
agagatatgg tgaatttcat ggagatttat 
ctaatccaga ttattatgaa aaggagacta 
gaactacaaa tttattacga catggagctt 



agactcttcg tgataatgca ataccaaaac 60 
tcaatgtgag ctatccatga atcagtgaga 120 
ttgacaatgt ttagtaactt tatatcttgg 180 
tgagtgtaca tgaaaaatac gtagttaaat 24 0 
tttttatccg attcttcata ttacctttgg 300 
aaacaccccc aatgatgaat gtttgtattt 360 
aattcgcgac tcacccacgt tctcacacag 420 
ccctaaaata tcaactttca taataaacat 480 
tatcacgagt acttaatgct gggtttattc 540 
ctgccccaca tcaagcatca attgaacaat 600 
gtccatatat tcaaaattca gggtatggga 660 
ttgaacaagt tcaaatgatt agtagacatg 72 0 
aatactttaa ttcagtgatg gaagttttca 780 
cttttttaaa tgactatgag tatttcgtta 840 
ctcctaaaaa ctcaaaaggt ccatattttg 900 
attttagaaa aagatatcaa tcactatttg 960 



::L 0103130 
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accaaaagga gaagcttgtt gtgtttacta gtaattctgg aaggtgttat caaagtggtg 102 0 

tctatttcgc tcgaggattt ttaggagatg attactcaga agatacagtt gaatttgttg 1080 

ttgttgatga agacaaaaaa atgggtggta attcattgac accaagatac gcttgtaaaa 114 0 

ctttgaatca agatttacac aaagatttgg tgaatcagta cgataagact tatttggacg 1200 

atattttatc tagatggcta gtagacaatc ctggattaga tttaagtgca gatcaggtct 1260 

cgtcattatt tctttggtgt gcctttgaga ttaacgttag ggggtattct ccattctgca 1320 

atctatttac aaaagatgaa tttatcagaa gtgggtaccg aaacgatgtt ggtaattact 13 8 0 

atcaaactgg tccaggtaat aatatgacaa aggtaattgg ctcacctatg gtggaagcgt 144 0 

cgttgaaaat gcttcaagaa gattcaaaaa tttggttgac atttacccat gatactgata 1500 

ttgagatgta tttgacatct ttgggattga ttgttccacc aggggatttg cccgttgatc 1560 

gagtaccatt tcccaatcca tataatgcag cagaattttt ccctcaaggt gctagaactt 1620 

acactgaaaa attgaaatgt ggtgaaaagc aatatgttag atttattgtg aatgatgcag 1680 

tttatccata tccggattgt agtggaggtc ctgggtttac ttgtgaattg aatgatttta 174 0 

tcaaattagt taaaagtcgt ttacatgatg ttgactataa gcttcaatgt gaagtggacg 1800 

gaccagcgga attgacattt tattgggatt ataaagacag aaagtataat gcgccgttaa 186 0 

tagatcagta a 1871 

<210> 300 

<211> 456 

<212> PRT 

<213> Candida albicans 

<400> 300 

Met Val Gly Leu Ser Arg Val Leu Asn Ala Gly Phe lie Leu Ser Gly 
1 5 10 15 

Gin Ser Val Phe Gin Asp Val Ala Ala Pro His Gin Ala Ser lie Glu 
20 25 30 

Gin Tyr Asn lie Val Lys Tyr Leu Gly Gly Ser Gly Pro Tyr lie Gin 
35 40 45 

Asn Ser Gly Tyr Gly lie Ser Thr Asp lie Pro Glu Lys Cys Thr lie 
50 55 60 

Glu Gin Val Gin Met lie Ser Arg His Gly Glu Arg Phe Pro Ser Lys 
65 70 75 80 

Gly Asp Gly Lys Tyr Phe Asn Ser Val Met Glu Val Phe Lys Arg Tyr 
85 90 95 

Gly Glu Phe His Gly Asp Leu Ser Phe Leu Asn Asp Tyr Glu Tyr Phe 
100 105 110 

Val Thr Asn Pro Asp Tyr Tyr Glu Lys Glu Thr Thr Pro Lys Asn Ser 
115 120 125 

Lys Gly Pro Tyr Phe Gly Thr Thr Asn Leu Leu Arg His Gly Ala Tyr 
130 135 140 

Phe Arg Lys Arg Tyr Gin Ser Leu Phe Asp Gin Lys Glu Lys Leu Val 
145 150 155 160 

Val Phe Thr Ser Asn Ser Gly Arg Cys Tyr Gin Ser Gly Val Tyr Phe 
165 170 175 
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Ala Arg Gly Phe Leu Gly Asp Asp Tyr Ser Glu Asp Thr Val Glu Phe 
180 185 190 

Val Val Val Asp Glu Asp Lys Lys Met Gly Gly Asn Ser Leu Thr Pro 
195 200 205 

Arg Tyr Ala Cys Lys Thr Leu Asn Gin Asp Leu His Lys Asp Leu Val 
210 215 220 

Asn Gin Tyr Asp Lys Thr Tyr Leu Asp Asp lie Leu Ser Arg Trp Leu 
225 230 235 240 

Val Asp Asn Pro Gly Leu Asp Leu Ser Ala Asp Gin Val Ser Ser Leu 
245 250 255 

Phe Leu Trp Cys Ala Phe Glu He Asn Val Arg Gly Tyr Ser Pro Phe 

260 265 270 

Cys Asn Leu Phe Thr Lys Asp Glu Phe He Arg Ser Gly Tyr Arg Asn 
275 280 285 

Asp Val Gly Asn Tyr Tyr Gin Thr Gly Pro Gly Asn Asn Met Thr Lys 
290 295 300 

Val He Gly Ser Pro Met Val Glu Ala Ser Leu Lys Met Leu Gin Glu 
305 310 315 320 

Asp Ser Lys He Trp Leu Thr Phe Thr His Asp Thr Asp He Glu Met 

325 330 335 

Tyr Leu Thr Ser Leu Gly Leu He Val Pro Pro Gly Asp Leu Pro Val 
340 345 350 

Asp Arg Val Pro Phe Pro Asn Pro Tyr Asn Ala Ala Glu Phe Phe Pro 
355 360 365 

Gin Gly Ala Arg Thr Tyr Thr Glu Lys Leu Lys Cys Gly Glu Lys Gin 
370 375 380 

Tyr Val Arg Phe He Val Asn Asp Ala Val Tyr Pro Tyr Pro Asp Cys 
385 390 395 400 

Ser Gly Gly Pro Gly Phe Thr Cys Glu Leu Asn Asp Phe He Lys Leu 
405 410 415 

Val Lys Ser Arg Leu His Asp Val Asp Tyr Lys Leu Gin Cys Glu Val 
420 . 425 430 

Asp Gly Pro Ala Glu Leu Thr Phe Tyr Trp Asp Tyr Lys Asp Arg Lys 
435 440 445 

Tyr Asn Ala Pro Leu He Asp Gin 
450 455 



<210> 301 
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<211> 1888 
<212> DNA 

<213> Candida albicans 



<400> 301 

tgtagtataa 

ggagtttcaa 

acgtgtacac 

tcaggctttg 

tagttctacg 

agcttaataa 

cgatcaatta 

tgcattttcc 

caacaattga 

agctggtcaa 

taacatcgtc 

ttctactgat 

tgaaagatac 

aaactacaaa 

tactgataaa 

cggtacaacc 

caaggaaaat 

aagatatttt 

taacatcatt 

ttccaagaac 

tgctatcact 

caacaattta 

tgatttattc 

ttattctaat 

ttctttagaa 

tgatactgat 

accaacatct 

tgccagaata 

caacgatgct 

tgatgatttt 

tggtgtcaat 

ttacaatgct 



ataagggtat 
tatatatctt 
gctcaatctc 
caaaaaaaca 
cacgtggcat 
gagcagtcaa 
accgatcctt 
ctacatttat 
aattcaaaaa 
agtgtcttcc 
aattctcttg 
atccctgctg 
ccaagtaaaa 
ggtactttta 
aacaattacg 
aatgccttgc 
tcaacattac 
gctagaggat 
tctgaagatg 
aaagaacgga 
gaaagattag 
ttcagttggt 
accaatgaag 
ggtgctggta 
cttttaaaag 
ttagaaattt 
tacatcccat 
tacacagaaa 
gtcgtgccaa 
gaaaatttcg 
agtacctacc 
cctttaggtg 



gaaataccaa 
gtgaataata 
aggtaaagaa 
tttaaaacta 
cctttatcta 
attaacacgg 
tgaataattt 
ttcctctttc 
tggtttctgt 
aagatgttgc 
gcggtagtgc 
gttgtgaaat 
gtaatggtaa 
aaggtgattt 
aaaaggaaac 
gtcacggtgc 
cagttttctc 
ttttaggtga 
ctgatgttgg 
gcagtagtac 
ttaaaccaaa 
gtgcttatga 
agtttatcaa 
acaattacac 
acactaaaaa 
tccattctgc 
tccctaaccc 
aacttcaatg 
ttccaaaatg 
ttaaagaaag 
catctgagct 
atttttaa 



catcccagaa 
acttcgttct 
agtttatatt 
atactggtaa 
tttattcaat 
ctcaattaat 
gaaaataaaa 
tattttaatt 
ttctaaatta 
tactccacag 
cccttatatt 
tgctcaaatt 
aagtttagaa 
ggctttctta 
tagcccaaaa 
tgcgtttaga 
ttccaattca 
tgactttaaa 
tgccaatagt 
tgccaaaaaa 
cccaggtttg 
aatcaacgtc 
atattcttat 
cagaatcatt 
ctctaatcaa 
tttaggatta 
atacgtccat 
tggaaacgat 
tgctactggt 
aattggagat 
tactttctac 



tatcaacgag 
aattcactat 
ccatcactat 
tatggaaata 
ttacccctaa 
agtacttaat 
rtaaagtaata 
tgtttcctaa 
ttgaacaatg 
caagcttctg 
caaagaaacg 
caattgtatt 
gcaatttatg 
aatgattata 
aattctgaag 
gccaaatatg 
ggtagatgtt 
gaaggtaaaa 
ttgactccaa 
tataacacaa 
aatttgacta 
agaggaagtt 
ggtaatgacc 
ggttcagtga 
gtatggttat 
ttggaaccag 
tcttctattg 
gcttatgtta 
ccagggttct 
gttgactttg 
tgggattata 



atagaagaga 
acacaactag 
ataacaacaa 
taacgcctcg 
tttatgaatt 
aatatgaagc 
taaataggta 
acagcaacaa 
gattgttatt 
tgcaacaata 
gatatgggat 
caagacatgg 
ctaaatttga 
cttattttgt 
gaacctatgc 
gatccttata 
accaaacttc 
ctgtcaagtt 
gaagtgcatg 
catatttaaa 
caagtgatgt 
caccattctg 
tttccaacta 
ttttaaattc 
catttgctca 
ctgaagattt 
ttccacaagg 
gatacattat 
cttgtaaact 
ttaaacaatg 
aaaatgtcac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1888 



<210> 302 
<211> 462 
<212> PRT 

<213> Candida albicans 
<400> 302 

Met Val Ser Val Ser Lys Leu Leu Asn Asn Gly Leu Leu Leu Ala Gly 
15 10 15 

Gin Ser Val Phe Gin Asp Val Ala Thr Pro Gin Gin Ala Ser Val Gin 
20 25 30 

Gin Tyr Asn lie Val Asn Ser Leu Gly Gly Ser -Ala Pro Tyr lie Gin 
35 40 45 



Arg Asn Gly Tyr Gly lie Ser Thr Asp lie Pro Ala Gly Cys Glu lie 
50 55 60 
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Ala Gin He Gin Leu Tyr Ser Arg His Gly Glu Arg Tyr Pro Ser Lys 
65 70 75 80 

Ser Asn Gly Lys Ser Leu Glu Ala He Tyr Ala Lys Phe Glu Asn Tyr 
85 90 95 

Lys Gly Thr Phe Lys Gly Asp Leu Ala Phe Leu Asn Asp Tyr Thr Tyr 
100 105 110 

Phe Val Thr Asp Lys Asn Asn Tyr Glu Lys Glu Thr Ser Pro Lys Asn 
115 120 125 

Ser Glu Gly Thr Tyr Ala Gly Thr Thr Asn Ala Leu Arg His Gly Ala 
130 135 140 

Ala Phe Arg Ala Lys Tyr Gly Ser Leu Tyr Lys Glu Asn Ser Thr Leu 
145 150 155 160 

Pro Val Phe Ser Ser Asn Ser Gly Arg Cys Tyr Gin Thr Ser Arg Tyr 
165 170 175 

Phe Ala Arg Gly Phe Leu Gly Asp Asp Phe Lys Glu Gly Lys Thr Val 
180 185 190 

Lys Phe Asn He He Ser Glu Asp Ala Asp Val Gly Ala Asn Ser Leu 
195 200 205 

Thr Pro Arg Ser Ala Cys Ser Lys Asn Lys Glu Arg Ser Ser Ser Thr 

210 215 220 

Ala Lys Lys Tyr Asn Thr Thr Tyr Leu Asn Ala He Thr Glu Arg Leu 
225 230 235 240 

Val Lys Pro Asn Pro Gly Leu Asn Leu Thr Thr Ser Asp Val Asn Asn 
245 250 255 

Leu Phe Ser Trp Cys Ala Tyr Glu He Asn Val Arg Gly Ser Ser Pro 
260 265 270 

Phe Cys Asp Leu Phe Thr Asn Glu Glu Phe He Lys Tyr Ser Tyr Gly 
275 280 285 

Asn Asp Leu Ser Asn Tyr Tyr Ser Asn Gly Ala Gly Asn Asn Tyr Thr 
290 295 300 

Arg He He Gly Ser Val He Leu Asn Ser Ser Leu Glu Leu Leu Lys 
305 310 315 320 

Asp Thr Lys Asn Ser Asn Gin Val Trp Leu Ser Phe Ala His Asp Thr 

325 330 335 

Asp Leu Glu He Phe His Ser Ala Leu Gly Leu Leu Glu Pro Ala Glu 
340 345 350 

Asp Leu Pro Thr Ser Tyr He Pro Phe Pro Asn Pro Tyr Val His Ser 
355 360 365 
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Ser lie Val Pro 
370 

Gly Asn Asp Ala 
385 

lie Pro Lys Cys 



Phe Glu Asn Phe 
420 

Gin Cys Gly Val 
435 

Asp Tyr Lys Asn 
450 



Gin Gly Ala Arg 
375 . 

Tyr Val Arg Tyr 
390 

Ala Thr Gly Pro 

405 

Val Lys Glu Arg 



Asn Ser Thr Tyr 
440 

Val Thr Tyr Asn 
455 



He Tyr Thr Glu 
380 

He He Asn Asp 
395 

Gly Phe Ser Cys 
410 

He Gly Asp Val 
425 

Pro Ser Glu Leu 



Ala Pro Leu Gly 
460 



Lys Leu Gin Cys 



Ala Val Val Pro 
400 

Lys Leu Asp Asp 
415 

Asp Phe Val Lys 
430 

Thr Phe Tyr Trp 
445 

Asp Phe 



<210> 303 
<211> 1886 
<212> DNA 

<213> Candida albicans 



<400> 303 

actacttaaa 

tatttatata 

aacaaacaat 

attttgtgtt 

tgtttagttt 

tcgtacaata 

agttctggag 

ttcaattgaa 

ccaaaaaaaa 

taactagtca 

acaatatact 

tttctactga 

gtgaaagatt 

aaaactacaa 

tcaaagacca 

ccggtacaac 

acaaggaaaa 

caaagtattt 

ttaacatcat 

gttccaagaa 

atgctattgc 

tcaacaattt 

gtgatttatt 

attattctaa 

catccttgga 

atgatactga 

taccaacatc 

gtgccagaat 

tcaacgatgc 

ttgatgattt 

9tggtgtcaa 



ttggcatatc 
tttgattgcg 
caacatatta 
atacaaattg 
aacttcttgt 
atgttaattc 
agatttttca 
ggattatttt 
caccttcttc 
aagtgttttc 
caattttctt 
tatccctgct 
cccaacagca 
tggtacattc 
gagtaactat 
caatgccttg 
ctcaacttta 
cgctagaggg 
ctctgaagat 
caaagaactg 
tgaaagatta 
attcagttgg 
caccaatgaa 
tggtgctggt 
acttttaaaa 
tttagaaatt 
ttacatccca 
atacacagaa 
tgtcgtgcca 
tgaaaatttc 
tagtacctac 



caaacaaact 
attaatgtca 
aatcgttatc 
cacaatcaat 
agttttatta 
aattctaaat 
aaacttctat 
cttttccctt 
atggtttctg 
caagatgttg 

ggcggtagtg 

ggttgtgaaa 
agtagtggga 
aaaggtgatt 
gctaaggaaa 
cgtcatggtg 
ccaatcttca 
tttttaggtg 
gctgatcttg 
agcagtagta 
gttaaaccaa 
tgtgcttatg 
gaattcatta 
aataattaca 
gacaccgaga 
ttccattctg 
ttccctaacc 
aaacttcaat 
attccaaaat 
gttaaagaaa 
ccatctgagc 



tgaagtagga 
taaattttag 
ccaactttgt 
tactataact 
ttccgattgg 
tccgatgaac 
tataaataga 
ttctgattac 
tttctaaatt 
ctactccgca 
ccccttatat 
ttgctcaaat 
aagattatga 
tgtcattctt 
ctagcccaaa 
ctgcgtttag 
catccaattc 
atgattatga 
gtgccaatag 
ctgccaaaaa 
acccaggttt 
aaatcaacgt 
agaactctta 
ccagaatcat 
actctaatca 
ctttaggatt 
catacgtcca 
gtggaaacga 
gtgctactgg 
gaattggaga 
ttactttcta 



gtttccttat 
ttcggtaatt 
cagttttact 
tttttttgaa 
gttagctcaa 
cgaacacaca 
accctataag 
tttcaccaat 
aatcaataac 
acaagcttct 
tcaaagaaac 
tcaattgtac 
gaaaatttat 
aaatgattac 
aaattctgaa 
agccaaatat 
taacagagta 
agaaggtaaa 
tttgactcct 
atataacaca 
gaatttgact 
cagaggaagt 
tggtaatgat 
tggttcagtg 
agtatggtta 
attggaacca 
ttcttctatt 
tgcttatgtt 
tccagggttc 
tgttgacttt 
ctgggattat 



ttttattttg 
atgtcacaaa 
aacacctttt 
acgtgggctc 
taactgcatt 
aaaaacatcc 
tccataataa 
tttcttctct 
gggttgttat 
gtgcaacaat 
ggatatggga 
tcaagacatg 
gctaaattta 
acttattttg 
ggaacctatg 
ggatccttat 
catgaaactt 
actgtcaagt 
agaagtgcat 
acatatttaa 
acaagtgatg 
tcaccattct 
ctttccaaat 
attttgaatt 
tcatttgctc 
gctgaagatt 
gttccacaag 
agatacatta 
tcttgtaaac 
attaaacaat 
aaaaatgtca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 
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cttacaatgc tcctttagaa ttgtaa 1886 



<210> 304 
<211> 461 
<212> PRT 

<213> Candida albicans 

<400> 304 

Met Val Ser Val Ser Lys Leu lie Asn Asn Gly Leu Leu Leu Thr Ser 
15 10 15 

Gin Ser Val Phe Gin Asp Val Ala Thr Pro Gin Gin Ala Ser Val Gin 
20 25 30 

Gin Tyr Asn lie Leu Asn Phe Leu Gly Gly Ser Ala Pro Tyr lie Gin 
35 40 45 

Arg Asn Gly Tyr Gly lie Ser Thr Asp lie Pro Ala Gly Cys Glu lie 
50 55 60 

Ala Gin lie Gin Leu Tyr Ser Arg His Gly Glu Arg Phe Pro Thr Ala 
65 70 75 80 

Ser Ser Gly Lys Asp Tyr Glu Lys lie Tyr Ala Lys Phe Lys Asn Tyr 
85 90 95 

Asn Gly Thr Phe Lys Gly Asp Leu Ser Phe Leu Asn Asp Tyr Thr Tyr 
100 105 110 

Phe Val Lys Asp Gin Ser Asn Tyr Ala Lys Glu Thr Ser Pro Lys Asn 
115 120 125 

Ser Glu Gly Thr Tyr Ala Gly Thr Thr Asn Ala Leu Arg His Gly Ala 
130 135 140 

Ala Phe Arg Ala Lys Tyr Gly Ser Leu Tyr Lys Glu Asn Ser Thr Leu 
145 150 155 160 

Pro lie Phe Thr Ser Asn Ser Asn Arg Val His Glu Thr Ser Lys Tyr 
165 170 175 

Phe Ala Arg Gly Phe Leu Gly Asp Asp Tyr Glu Glu Gly Lys Thr Val 
180 185 190 

Lys Phe Asn lie lie Ser Glu Asp Ala Asp Leu Gly Ala Asn Ser Leu 
195 200 205 

Thr Pro Arg Ser Ala Cys Ser Lys Asn Lys Glu Ser Ser Ser Ser Thr 
210 215 220 

Ala Lys Lys Tyr Asn Thr Thr Tyr Leu Asn Ala lie Ala Glu Arg Leu 
225 230 235 240 

Val Lys Pro Asn Pro Gly Leu Asn Leu Thr Thr Ser Asp Val Asn Asn 
245 250 255 
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Leu Phe Ser Trp Cys Ala Tyr Glu lie Asn Val Arg Gly Ser Ser Pro 
260 265 270 

Phe Cys Asp Leu Phe Thr Asn Glu Glu Phe lie Lys Asn Ser Tyr Gly 
275 280 285 

Asn Asp Leu Ser Lys Tyr Tyr Ser Asn Gly Ala Gly Asn Asn Tyr Thr 
290 295 300 

Arg lie lie Gly Ser Val lie Leu Asn Ser Ser Leu Glu Leu Leu Lys 
305 310 315 320 

Asp Thr Glu Asn Ser Asn Gin Val Trp Leu Ser Phe Ala His Asp Thr 
325 330 335 

Asp Leu Glu lie Phe His Ser Ala Leu Gly Leu Leu Glu Pro Ala Glu 
340 345 350 

Asp Leu Pro Thr Ser Tyr lie Pro Phe Pro Asn Pro Tyr Val His Ser 
355 360 365 

Ser lie Val Pro Gin Gly Ala Arg lie Tyr Thr Glu Lys Leu Gin Cys 
370 375 380 

Gly Asn Asp Ala Tyr Val Arg Tyr lie lie Asn Asp Ala Val Val Pro 
385 390 ' 395 400 

lie Pro Lys Cys Ala Thr Gly Pro Gly Phe Ser Cys Lys Leu Asp Asp 
405 410 415 

Phe Glu Asn Phe Val Lys Glu Arg lie Gly Asp Val Asp Phe He Lys 
420 425 430 

Gin Cys Gly Val Asn Ser Thr Tyr Pro Ser Glu Leu Thr Phe Tyr Trp 
435 440 445 

Asp Tyr Lys Asn Val Thr Tyr Asn Ala Pro Leu Glu Leu 
450 455 460 



<210> 305 
<211> 1635 
<212> DNA 

<213> Candida albicans 
<400> 305 

atatatatat atttatgtat ttttttattg ttgttcagga attttaaaca tgttcatgaa 60 
taatgataat ctatgaacaa attaaagaac tctttggttt catttgcaac caatgtgcgt 120 
gacttagggc tatagcccta cttttacttg tacgatactg catattttgt tgttgtgcga 180 
atagttagcg taataatctt tttttttgtg tgtgtgcggt ttacttactc ttcttctctt 240 
cgcacatatt ttattagagc ttacagttgt ttgtatagtg agagtttcac taacacaaag 300 
cttcaacaat actaacaaat tttcgcacgc tgtggaagga gaaacttaca ctgtacacta 3 60 
cactacactg tacactatac accaccaaca gaaaaaaaaa attatcaaat tttcaacctt 42 0 
gagagaaaaa aaaaagtgga aaaaaaactt cttcttacat ttagttaatt ttcagacagg 4 80 
cacaaaggaa ttaatcacca tgaaggtatg tgattgaata taacctatat cagtgattat 540 
aattagagtc tttatttgga tattgcaata attggataat aaagaaagag cataagagta 600 
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ggagttttaa 
taacaaatac 
aggggtgaca 
tatctatcaa 
actgaaaaca 
ctaacaatac 
caaaaatcta 
ggtcaagaag 
actggtggta 
gttagattat 
aaaagaaaat 
attgttaaac 
ttaggtccaa 
gttagagatt 
ccaaagattc 
aaaaaagtca 
gctaagagat 
tctttaaaga 



acaggataat 
aaagaaatta 
tttttagact 
caaactacaa 
ataaacatgc 
ttttttttgt 
tggatatcga 
ttgaaggtga 
acgataaaca 
tattatctaa 
ccgttagagg 
aaggtgacaa 
agagagctaa 
tcgttgttag 
aaagattagt 
agaatgctca 
tgcatgaaag 
actaa 



tggattcaat 
agcaatgaag 
acgtaaaagt 
atcaatttag 
aaacaagcaa 
ttcattttag 
tgatgacaca 
ctcagttgga 
aggtgtccca 
aggtcactct 
ttgtattgtt 
tgaaattgaa 
ccacattaga 
aagagaagtt 
tactccacaa 
acaacaaaga 
aaaagaagaa 



aagaggaaaa 
tgatataagc 
actttcgatt 
ttaacttcaa 
aactagtcaa 
ttaaacatct 
aaattacgtg 
gatgaattca 
atgaaacaag 
tgttacagac 
gctcaagatt 
ggattaactg 
aaattctttg 
actaaaggtg 
actttacaaa 
gatgctgctg 
agagctgaaa 



attttttatc 
aaatgaagga 
caaggaaaac 
taatgacaat 
gctttacgaa 
catatccagc 
tttctacgga 
aaggttacat 
gtgttatgca 
caagaagaac 
tgtcagtttt 
acaccactgt 
gtttaactaa 
acaaaactta 
gaaagagagc 
ctgaatacgc 
ttaaaaagaa 



gtcgtgatta 
ctagtttatt 
caaattttag 
aattttaatc 
teagtcaata 
caacggtact 
aaaaagaatg 
cttcaaaatc 
cccaaccaga 
tggtgaaaga 
ggctttgtct 
tccaaaaaga 
agaagatgat 
caccaaagct 
tttgaaagct 
tcaattgttg 
gagagctgaa 



660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560. 

1620 

1635 



<210> 306 
<211> 236 
<212> PRT 

<213> Candida albicans 



<400> 306 

Met Lys Leu Asn lie Ser 
1 5 



Tyr Pro Ala 



Asn Gly Thr 
10 



Gin Lys Ser Met 
15 



Asp lie Asp Asp Asp Thr Lys Leu Arg 
20 25 



Val Ser Thr 



Glu Lys Arg Met 
30 



Gly Gin Glu Val Glu Gly Asp Ser Val Gly Asp Glu 
35 40 



Phe Lys Gly Tyr 
45 



lie Phe Lys lie Thr Gly Gly Asn Asp Lys Gin Gly 
50 55 60 



Val Pro Met Lys 



Gin Gly Val Met His Pro Thr Arg Val Arg Leu Leu 
65 70 75 

His Ser Cys Tyr Arg Pro Arg Arg Thr Gly Glu Arg 
85 90 



Leu Ser Lys Gly 
80 

Lys Arg Lys Ser 
95 



Val Arg Gly Cys lie Val Ala Gin Asp 
100 105 



Leu Ser Val 



Leu Ala Leu Ser 
110 



He Val Lys Gin Gly Asp Asn Glu He Glu Gly Leu 
115 120 



Thr Asp Thr Thr 
125 



Val Pro Lys Arg Leu Gly Pro Lys Arg Ala Asn His 
130 135 140 



He Arg Lys Phe 



Phe Gly Leu Thr Lys Glu Asp Asp Val Arg Asp Phe 
145 150 155 



Val Val Arg Arg 
160 



Glu Val Thr Lys Gly Asp Lys Thr Tyr Thr Lys Ala Pro Lys He Gin 
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165 170 175 

Arg Leu Val Thr Pro Gin Thr Leu Gin Arg Lys Arg Ala Leu Lys Ala 
180 185 190 

Lys Lys Val Lys Asn Ala Gin Gin Gin Arg Asp Ala Ala Ala Glu Tyr 
195 200 205 

Ala Gin Leu Leu Ala Lys Arg Leu His Glu Arg Lys Glu Glu Arg Ala 
210 215 220 

Glu lie Lys Lys Lys Arg Ala Glu Ser Leu Lys Asn 
225 230 235 



<210> 307 
<211> 1520 
<212> DNA 

<213> Candida albicans 

<400> 307 

gtgacgagaa cttctgtcat ctcgagtctg ccaactgcct ctaacagcaa caacaataag 60 
aacaatgata acggaggagg attatcccat acaaacagaa tagttgttgg tgtagttgtt 12 0 
ggggttggtg gttctatatt aattggtttg ttggccgttt tattttactt gagaaagaga 180 
aacaaccgtg attatgaagg tggatggact ttctggagaa agaatgagaa attgggaagt 24 0 
gatgagttct tcaatggtga attgggtgtc agagacagaa atattaatca aggatcaaat 3 00 
ttttaaacaa ggcttatttt ggatgagggt ggtttttttt ataagtattt tgtagttgaa 3 60 
tttaaaattt tgtaccttaa agtcttttaa tttaatttta ataaaaagtg gtgatttggc 420 
aaacttcaag agtatatttg gtgaaaaaaa aaaaaaaatt tggaactgaa cgcgtctaac 4 80 
atcttatacc tctaagcaaa atgtcagagt actctgtgta tcaacagttg aatgaagata 540 
caaacgcaac taaatatact tataaattac tacagctacc atcaaagata ctaaatcaac 600 
ttgaatccaa gtcaactaac ttgtatataa aatctgatat caattcccta gcattatgca 660 
ctgattcaga aactttcaag ttacgacaaa tgaaccattc caatacagtc ttgctattga 720 
acaaagaacc tgacaacaag ttaattgggt ttcagaaaac cagttatgaa tatgagttga 780 
cagaaatcaa aggttcgatc gatacgtccg atatccctat tttcaacgga caaacagcac 840 
agcaacctat tgatttgata gcattggaag ataattcgat ttgttcacat caagagtttt 900 
tatcgaattg gtatgagttg ggaggttgtg aaattgataa tggagcatat ataatgagtg 960 
cagatattat tactgaacta ttatatctat taatcaccaa attgatgagt ttacaagtgc 1020 
acgagttttc tccggaagat gtttcatcca tcatcacgcc cccttataat gactcaatgg 10 80 
taacatcaat catacacaaa ttttgcacta tagaaagtga gaaatatcaa ttgaatgatt 114 0 
taaaaattac acagtggttt ggcattgttg agatgtcaaa aatcaatcat aaaatgaccg 12 00 
atatttcaga gttcttattg aattggaaaa ctagtttgcc gtcattctat aaccctccat 1260 
tggacatcag tcaattggca ggctattact gctccccaat cgaaaacaaa atattgtatg 1320 
tcgacccaga atctttatca gaaaatttga gtcaacgatt caaagaattg tttgaattgg 13 80 
ataaaagttg gaactatgat gagtttattc cattcattaa aaagtttgtt cctgccggta 1440 
aaaaggtcga ctcaattatt ttaaagtatg gcaagaagaa gaaagttggt agagatagat 15 00 
ttatagtctg tcctagataa 1520 



<210> 308 
<211> 339 
<212> PRT 

<213> Candida albicans 



<400> 308 

Met Ser Glu Tyr Ser Val Tyr Gin Gin Leu Asn Glu Asp Thr Asn Ala 



2LMU .JilJtll JL % ... :Li£ ai£«i.t.lJ„ 
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15 10 15 

Thr Lys Tyr Thr Tyr Lys Leu Leu Gin Leu Pro Ser Lys lie Leu Asn 
20 25 30 

Gin Leu Glu Ser Lys Ser Thr Asn Leu Tyr lie Lys Ser Asp lie Asn 
35 40 45 

Ser Leu Ala Leu Cys Thr Asp Ser Glu Thr Phe Lys Leu Arg Gin Met 
50 55 60 

Asn His Ser Asn Thr Val Leu Leu Leu Asn Lys Glu Pro Asp Asn Lys 
65 70 75 80 

Leu lie Gly Phe Gin Lys Thr Ser Tyr Glu Tyr Glu Leu Thr Glu lie 
85 90 95 

Lys Gly Ser lie Asp Thr Ser Asp lie Pro He Phe Asn Gly Gin Thr 
100 105 110 

Ala Gin Gin Pro He Asp Leu lie Ala Leu Glu Asp Asn Ser He Cys 

115 120 125 

Ser His Gin Glu Phe Leu Ser Asn Trp Tyr Glu Leu Gly Gly Cys Glu 
130 135 140 

lie Asp Asn Gly Ala Tyr rle Met Ser Ala Asp He He Thr Glu Leu 
145 150 155 160 

Leu Tyr Leu Leu He Thr Lys Leu Met Ser Leu Gin Val His Glu Phe 
165 170 175 

Ser Pro Glu Asp Val Ser Ser He He Thr Pro Pro Tyr Asn Asp Ser 
180 185 190 

Met Val Thr Ser He He His Lys Phe Cys Thr He Glu Ser Glu Lys 
195 200 205 

Tyr Gin Leu Asn Asp Leu Lys He Thr Gin Trp Phe Gly He Val Glu 
210 215 220 

Met Ser Lys He Asn His Lys Met Thr Asp He Ser Glu Phe Leu Leu 

225 230 235 240 

Asn Trp Lys Thr Ser Leu Pro Ser Phe Tyr Asn Pro Pro Leu Asp He 
245 ' 250 255 

Ser Gin Leu Ala Gly Tyr Tyr Cys Ser Pro He Glu Asn Lys He Leu 
260 265 270 

Tyr Val Asp Pro Glu Ser Leu Ser Glu Asn Leu Ser Gin Arg Phe Lys 
275 280 285 

Glu Leu Phe Glu Leu Asp Lys Ser Trp Asn Tyr Asp Glu Phe He Pro 
290 295 300 

Phe He Lys Lys Phe Val Pro Ala Gly Lys Lys Val Asp Ser He He 
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305 



310 315 320 



Leu Lys Tyr Gly Lys Lys Lys Lys Val Gly Arg Asp Arg Phe lie Val 
325 330 335 

Cys Pro Arg 



<210> 309 
<211> 710 
<212> DNA 
<213> Candida 



albicans 



<400> 309 

ggtggggttc ccattttaat ttaaaaaaat 
aaagaccaaa aaattattat ttgaaatggg 
gatgaaaaga ttagtacccg tttgaaagtc 
aaatatttga tttaattact ggtgataaaa 
taattgatga ttctcaagaa gctgctgatg 
ctaaaaaaga ttcggtgaaa ttacctttat 
atggtcatat tgcttcatta tttcctaatc 
gggttttacc agtatcaaat gctcctctgg 
cagttatatg tcattccgca agagtgacat 
ttattaaaac cattatggaa agaccagaaa 
gtgctgctgg tagagtgagt tggtttgttg 
taactaaaaa gaaatacaaa tatttatcta 



tttttaccat ccaaaggatt ttatttaccc 60 
gattaaaatg gggataattt tattttgcct 12 0 
ctgattcaaa ttatggtcaa gctaaaagag 18 0 
aaccaagaat tttccatgtt gatgaatcat 240 
aatatgaaaa acaattgatt aataattttg 300 
ttgatttatt tttattaggt tgtgcaccgg 360 
atggtgaaca attgagagaa aaattagctt 420 
gaccagaaaa tagaataact ttatctatcc 480 
ttgttgttga agggttaact aaggcaccaa 54 0 
aaggtttacc aagttcaatt gttaatgaag 600 
atgatgatgc attgaatgat ttgtttgata 660 
tacctgaacc aagtcattaa 710 



<210> 310 
<211> 131 

<212> PRT 

<213> Candida albicans 



<400> 310 

Val Lys Leu Pro Leu Phe Asp Leu 
1 5 

Gly His lie Ala Ser Leu Phe Pro 

20 

Lys Leu Ala Trp Val Leu Pro Val 

35 40 

Asn Arg lie Thr Leu Ser lie Pro 
50 55 

Thr Phe Val Val Glu Gly Leu Thr 
65 70 

Met Glu Arg Pro Glu Lys Gly Leu 
85 



Phe Leu Leu Gly Cys Ala Pro Asp 
10 15 

Asn His Gly Glu Gin Leu Arg Glu 
25 30 

Ser Asn Ala Pro Ser Gly Pro Glu 
45 

Val lie Cys His Ser Ala Arg Val 
60 

Lys Ala Pro lie He Lys Thr He 
75 80 

Pro Ser Ser . He Val Asn Glu Gly 
90 95 



Ala Ala Gly Arg Val Ser Trp Phe Val Asp Asp Asp Ala Leu Asn Asp 
100 105 110 
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Leu Phe Asp He Thr Lys Lys Lys Tyr Lys Tyr Leu Ser He Pro Glu 
115 120 125 



Pro Ser His 
130 



<210> 311 
<211> 1190 
<212> DNA 

<213> Candida albicans 

<400> 311 

tgttacaaaa cattctgttg gagagataat 
attgaacaat gaatacacgt ccaagaaaaa 
attcccggaa cgtcttggac tacttggata 
atgaggaaaa cgaggaaaac gaggaaaata 
tgaaagagga gaagtgaacg ccccaaacag 
aagacaacag ctaaaatttt ttggtcagaa 
aaaaagaaat tcatctaaaa cacatacaca 
atacatatgc tttaatttaa ccttcccgcc 
tttaaaaact , acacttcatc atggctggag 
cctttgtcct tggtttaatt tttactttac 
ttcatgcaca agcatcagac caacaaccaa 
ccgccactaa tgacgaatca gttgccaatc 
atgacaaaat aaatcaaaaa atatcacaag 
acactaataa agacaccacc aaagtcaaac 
atttgataaa aattagatca ttatcaccaa 
attcaaaaaa gattaaacaa ttgttattag 
ttgttgaatt agatcgatat gaatatggag 
gtgggagaag aactgtgcca aacgtattgg 
gtgatgaatt tgaaaaactt cataaagata 
ggtctggtcg tttacaagtt gcaaagaaga 



tgaattcaaa attaacgtgt tgaatccaac 60 
tttgacatga ttagaatcgc ggtcaattac 120 
caacaatgga aaatgaggaa aatgaggaaa 18 0 
tttaccgaag agtaattata ttacaagcat 24 0 
aaacaatacc gaacatcaca aaaaaaaaaa 300 
cacaactttg gaagaaagaa aaaaaccgga 360 
atatatatat atatatataa atatatccat 420 
tttcttttct tctttttgaa ttatatcgat 480 
ttagacaatt aagaataata gcattaacgg 540 
ataaagttgg atccaacgct gcatccttgg 600 
acaaacataa caccaaaagt actacatata 660 
tcattgattc taaaaatgat cctcaaactg 72 0 
atcaagatga agccatcaat ggtaataaag 780 
cagataatgg tgaatatgat ccaatatctg 840 
tgacaatttt cagtaaatca tattgtccat 900 
aaaaatatga tataacacca gcaccaaatg 960 
ctgaattaca aagttatttg acagagaaga 1020 
ttggtaaatc atttgaaagt aggggtggtt 10 8 0 
atgatttgat taaattgtta gttgaatggg 114 0 
ataccccatc aaatgcctaa 1190 



<210> 312 
<211> 229 
<212> PRT 
<213> Candida 



albicans 



<400> 312 

Met Ala Gly Val Arg Gin Leu Arg 
1 5 

Leu Gly Leu He Phe Thr Leu His 
20 

Leu Val His Ala Gin Ala Ser Asp 
35 40 

Lys Ser Thr Thr Tyr Thr Ala Thr 
50 55 

He Asp Ser Lys Asn Asp Pro Gin 
65 70 



He He Ala Leu Thr Ala Phe Val 
10 15 

Lys Val Gly Ser Asn Ala Ala Ser 
25 30 

Gin Gin "Pro Asn Lys His Asn Thr 

45 

Asn Asp Glu Ser Val Ala Asn Leu 
60 

Thr Asp Asp Lys He Asn Gin Lys 
75 80 
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lie Ser Gin Asp Gin 
85 

Lys Asp Thr Thr Lys 
100 

Ser Asp Leu lie Lys 

115 

Lys Ser Tyr Cys Pro 
130 

Lys Tyr Asp lie Thr 
145 

Glu Tyr Gly Ala Glu 
165 

Arg Thr Val Pro Asn 
180 

Gly Cys Asp Glu Phe 
195 

Leu Leu Val Glu Trp 
210 



Asp Glu Ala lie Asn Gly 
90 

Val Lys Pro Asp Asn Gly 
105 

lie Arg Ser Leu Ser .Pro 
120 

Tyr Ser Lys Lys lie Lys 
135 

Pro Ala Pro Asn Val Val 
150 155 

Leu Gin Ser Tyr Leu Thr 
170 

Val Leu Val Gly Lys Ser 
185 

Glu Lys Leu His Lys Asp 
200 

Gly Ser Gly Arg Leu Gin 
215 



Asn Lys Asp Thr Asn 
95 

Glu Tyr Asp Pro lie 
110 

Met Thr lie Phe Ser 



Gin Leu Leu Leu Glu 
14 0 

Glu Leu Asp Arg Tyr 
160 

Glu Lys Ser Gly Arg 
175 

Phe Glu Ser Arg Gly 
190 

Asn Asp" Leu lie Lys 
205 

Val Ala Lys Lys Asn 
220 



Thr Pro Ser Asn Ala 
225 



<210> 313 
<211> 1256 
<212> DNA 

<213> Candida albicans 
<400> 313 

agtggttgtt caataatggt aagttcttgg 
acttgtagga agtagaactg ttttccaatg 
agtgcgtgaa gcccagtctg aatgtgcgag 
tccactgtct gtaatacaaa atttccctta 
accccccgga aaaaaaaaaa cctatgctca 
tatagcccta atattgtaca ggaagaactt 
tttttttttc aggtgtagtc tgttctatgg 
actaacagaa catttttttc agaacaggaa 
agccaagcat caacacaata atgtcaaccc 
taaagagata gagagatgtt ttattatcaa 
aatcaaaaag tcccaacctt gcagtagaag 
agaacggtgt tacataaatg ggatatagaa 
tcattcaata accagaaaac gataatattt 
actgggccaa tagaatatct ccatatacac 
gtttctagac ttttggtaaa aagaagactg 
aaggtttaat taaaattaac ggttccccaa 
tcaaagttta cgaaccattg actttggttg 
gagttaaagt cactggtggt ggtcacgttt 
ctaaaggttt ggttgcttac caccaaaaat 



aaatagccat tgttgctttc tggtggttag 60 
aaaagtagtt ttaattagaa aaattttcaa 120 
gaagcccagt cagttagtag tgtccttccc 180 
gtgaaaatgc gaaatatatc tgtactggga 24 0 
aaactatatg tactgtacac aatctagggc 3 00 
taactatggt gcgaagagcg tttccaattt 360 
caatactgtt gttagtagag agtgtctcgc 42 0 
aatttttgaa atctaacatc ttttactgaa 480 
aatctgttca agtatgtaaa cgaattgaaa 540 
aatacgaaag gaaaggcaat taaaaaagga 600 
aattgaggta tatgaatttg atagatagcc 660 
caaaactata cgaggagttt gtttcaacga 72 0 
tagcgaccat taaatgacac ttgaaggctc 780 
ttttgaacta tttactaaca atttactttt 840 
ccactgccgt tgctcatgtt aaagccggta 900 
tcaccttggt ccaaccagaa atcttaagat 960 
gtttagataa attccaaggt atcgacatca 1020 
ctcaagtcta cgccatcaga caagctattg 1080 
acgttgacga agcttctaag aacgaattaa 114 0 
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agaaaatttt cgcttcttac gataagacct tgttagttgc cgactcaaga agaatggaac 1200 
caaagaaatt cggtggtcgt ggtgccagag caagattcca aaaatcttac cgttaa 1256 

<210> 314 
<211> 142 
<212> PRT 

<213> Candida albicans 
<400> 314 

Met Ser Thr Gin Ser Val Gin Thr Phe Gly Lys Lys Lys Thr Ala Thr 
15 10 15 

Ala Val Ala His Val Lys Ala Gly Lys Gly Leu lie Lys lie Asn Gly 
20 25 30 

Ser Pro lie Thr Leu Val Gin Pro Glu lie Leu Arg Phe Lys Val Tyr 
35 40 45 

Glu Pro Leu Thr Leu Val Gly Leu Asp Lys Phe Gin Gly lie Asp lie 
50 55 60 

Arg Val Lys Val Thr Gly Gly Gly His Val Ser Gin Val Tyr Ala He 
65 70 75 80 

Arg Gin Ala He Ala Lys Gly Leu Val Ala Tyr His Gin Lys Tyr Val 
85 90 95 

Asp Glu Ala Ser Lys Asn Glu Leu Lys Lys He Phe Ala Ser Tyr Asp 
100 105 110 

Lys Thr Leu Leu Val Ala Asp Ser Arg Arg Met Glu Pro Lys Lys Phe 
115 120 125 

Gly Gly Arg Gly Ala Arg Ala Arg Phe Gin Lys Ser Tyr Arg 
130 135 140 



<210> 315 
<211> 959 
<212> DNA 

<213> Candida albicans 
<400> 315 

gtggtaagat atagaaagct taccactttg acaagtttga aataggatgg gtgaaaattt 60 

ggacatcttg aatacttaaa attctgaact tgatcaccag atccttttct tttacataat 120 

tagatatgat ggataggtta gaatcgtctt taaagagaag gtataatatc taactgattt 180 

ggcgaggtgt tggaaaagtc actccactgt atatattctc ggagtttaac gtactacagt 24 0 

tcagtggggt gaatacctaa ataggggggt agaatacgaa ctcctacaaa ttttaaggag 3 00 

actatgaccc gaaaagagaa gaaaaattta ttactctaag aactttatat acctccacaa 3 60 

ctcacttttt ctttagtttc attctgcttt ttttttctta cacatcttaa ggtcaaacaa 420 

tttaacttat tagcttgtga aaatctcact tcaattcaag ttctctttca attgacatta 480 

tagtatttcc caattcaatt atggcttctc atgcttcctg tatattctgt aaaattatca 540 

aaggtgaaat tccttctttc aagttaattg aaactgcaaa gacttattcc ttcttggaca 600 

ttcaaccaat tgctgaagcc cacgttttaa ttatccctaa acaccatggg gcaaagttgc 660 

acaacattcc agacgactac cttagtgaca ttttaccagt tgtcaaaaaa ttgacaaaag 72 0 
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tcttgaaatt ggacgaaaat 
acggaagaat tgctcatcaa 
atgaggctac aggtttaggt 
gaaaattgca tgagaaatta 



aatactccag aaggtgaagg 
gttgttgatc acgttcactt 
gttggttggc ctgctgaagc 
aaggaagaat tggctaaggt 



ttataacgtt ttacagaaca 780 
ccatttgatt cctaaaaagg 840 
cactgatttt gataaattag 900 
agataatgaa aaattataa 959 



<210> 316 
<211> 152 
<212> PRT 

<213> Candida albicans 
<400> 316 

Met Ala Ser His Ala Ser Cys lie Phe Cys Lys lie lie Lys Gly Glu 
15 10 15 

lie Pro Ser Phe Lys Leu lie Glu Thr Ala Lys Thr Tyr Ser Phe Leu 
20 25 30 

Asp lie Gin Pro lie Ala Glu Ala His Val Leu lie lie Pro Lys His 
35 40 45 

His Gly Ala Lys Leu His Asn lie Pro Asp Asp Tyr Leu Ser Asp lie 
50 55 60 

Leu Pro Val Val Lys Lys Leu Thr Lys Val Leu Lys Leu Asp Glu Asn 
65 70 75 80 

Asn Thr Pro Glu Gly Glu Gly Tyr Asn Val Leu Gin Asn Asn Gly Arg 
85 90 95 

lie Ala His Gin Val Val Asp His Val His Phe His Leu lie Pro Lys 
100 105 110 

Lys Asp Glu Ala Thr Gly Leu Gly Val Gly Trp Pro Ala Glu Ala Thr 
115 120 125 

Asp Phe Asp Lys Leu Gly Lys Leu His Glu Lys Leu Lys Glu Glu Leu 
130 135 140 

Ala Lys Val Asp Asn Glu Lys Leu 
145 150 



<210> 317 
<211> 297 
<212> DNA 

<213> Candida albicans 

<400> 317 

cataattatt acatataaac tcgcactata attttttttt tttctattct gtgtgtgtgt 60 
gtgtgtgaga gccagagaaa ccaaactgac tgagtgatcg tctctcaaca atttatttct 120 
cctcgtctta ttttttttct ttcctttctt ttcctcttct tcttcttctt cttctttttc 180 
ttcttctttt cttctttacc aaaacactag tatttcaaca tgagagataa gtggagaaaa 24 0 
aagagagtta gaagattaaa gagaaagaga cggaaggtta gagctagatc caagtaa . 2 97 
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<210> 318 
<211> 25 
<212> PRT 

<213> Candida albicans 
<400> 318 

Met Arg Asp Lys Trp Arg Lys Lys Arg Val Arg Arg Leu Lys Arg Lys 
15 10 15 



Arg Arg Lys Val Arg Ala Arg Ser Lys 
20 25 



<210> 319 
<211> 1303 
<212> DNA 

<213> Candida albicans 
<400> 319 

tattgtctga tgctatacgg aatgggcgtt acaaatatac aaacttatat ttgaaagtaa 60 
attctattat tttcttctat cgtatgcata ccgattatta tcacaaggac aattgcctat 120 
tgttgtgtgg aataaattta aaatccttct tattggtgtc tagactttgc tttttgtggt 180 
gattagggct ttagccctat cacgtgaaat actgtatata aaaaattctt tatagcgcga 240 
taaaacatat tttttttccg tattaacaaa tatgtgtgaa gttttgtcct ggtgttttct 300 
cactgttttt cctttttttt ctggtagtat caattaacgc ttagatccaa tacagttttg 360 
gtaacttgta cacgaacaaa atctcaaatt tgttactgtg tgaaccaaca aggaagagaa 420 
aaaaaaaccc atacaaaaat ttttcagtat caaggaatta gaagagacgt ttaaatcaac 480 
aaagttcaaa tctatcaaca atggtatgtt taatatcgat attatccata gatgtacatg 540 
tatcctaatg ggtttcatta tttggaaagt tatgtttatg ggagttctat ttattaagat 600 
atgggataag aattaaagta ttggatgagt agtacaagac caacaaagag aaatagcccc 660 
ctttccctcc actattcaat atactcaaca acattatcaa gttaaaagtt cagaagatac 72 0 
acgtaaatga aaagttaata ccaagaagaa tacaaattac cagtccatac cgtgtttggg 780 
tttagattac tatattttac aagaaacata ttatatgaaa tgatacccaa tccacagcga 840 
cttttcagat agccaaataa ctaagcaact caagataaca taggatcatg catcaatcac 900 
aaatgaaaca ttaatactaa ctaacttttt ttttatttat taggccggtg ttaaaacttt 960 
cgaattaaga actaaatcta aggaacaatt agaatctcaa ttggttgaat tgaaacaaga 102 0 
attggccact ttaaaagttc aaaaattaca aagaccaagt ttaccaagaa ttcacactgt 10 8 0 
tcgtaaaaac attgctagag tattgactgt tattaacttg aatcaaagag aaaatgttcg 114 0 
tgccttttac gctggtaaaa aatacattcc aaaagattta agagctaaaa agactagagc 12 0 0 
tttaagaaga aaattgacta aatttgaagc ttctcaagaa actgaaaaag ctagaaaaca 1260 
aagaattgct tttccacaaa gaaaatttgc tattaaagct taa 13 03 

<210> 320 
<211> 120 
<212> PRT 

<213> Candida albicans 
<400> 320 

Met Ala Gly Val Lys Thr Phe Glu Leu Arg Thr Lys Ser Lys Glu Gin 
15 10 15 

Leu Glu Ser Gin Leu Val Glu Leu Lys Gin Glu Leu Ala Thr Leu Lys 
20 25 30 

Val Gin Lys Leu Gin Arg Pro Ser Leu Pro Arg lie His Thr Val Arg 
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35 40 45 

Lys Asn He Ala Arg Val Leu Thr Val He Asn Leu Asn Gin Arg Glu 
50 55 60 

Asn Val Arg Ala Phe Tyr Ala Gly Lys Lys Tyr He Pro Lys Asp Leu 
65 70 75 80 

Arg Ala Lys Lys Thr Arg Ala Leu Arg Arg Lys Leu Thr Lys Phe Glu 
85 90 95 

Ala Ser Gin Glu Thr Glu Lys Ala Arg Lys Gin Arg He Ala Phe Pro 
100 105 110 

Gin Arg Lys Phe Ala He Lys Ala 
115 120 



<210> 321 
<211> 2690 
<212> DNA 

<213> Candida albicans 



<400> 321 

ctctgtgtaa attgatgaaa tccacacaat 
aaaacagaat caacattatt tgccccatac 
aagtggaata gaagagaatc aaacttaaca 
tttttagttt taatttgttt catttcaatt 
tttcttttgt attttatcag ggaagccaca 
cttaatcttg ttcttagttg tattattaat 
atattgtgga ttgtataagt tttgaactgg 
attgcatttt ataccctact cgcggtgttg 
agatttctag ccaataaatt atgagtgata 
gtgatgactc gccgacattt gtcactaagg 
aaacagtcga tagtgtcact ttggaaactt 
ccaacacacc tatcacacct tactgctcga 
aaaatgctgg gtcgttcaaa gacgccatca 
taatttccaa gaaaaaggag ttttcaattg 
agttggttcg tgaagctaga gacaaatccg 
ggatttttga tttaccaaga gaatatttaa 
catacccccc aacttcttta actaatatta 
tatctgaata tgtcgacttg ccaaactttt 
caacaacgac gacgacaact gcaaatgtca 
aaccaaatgg taaagtcatt gcaaatttgc 
aatccatccc tgttgagaat caccctaatg 
atatcactgc ttttacatca gaaagatcaa 
acaccacaca atcagagttg gaatcatggt 
tttggacttt taagtctgca gatgataaca 
ggaaaggata tcagaatgcg agaaaatatg 
atgaggaagc agttgattgt ttagctttga 
aagttcaagc gtcttctagt aaagtgtttg 
tgttcccact ctcaaagaac agacctagac 
tttccaattt ccagagaaga acacactgtt 
aggatgtttt taacagtaat acaggcaatg 
acaaccacaa ccacaatagt ggagctcgcc 
atgagaaaat tggaacaggc aatattagta 



aaaaattttc tttcttcttt taagaaccta 60 
atatccaaga attaaatact tattagttct 120 
ttactgttac gcaacgtcaa gagggcattt 180 
gaatctttaa gaatcaccga gtatacatac 240 
tccaaccacc agttacatcc cacaaaatcc 300 
ctattgaatt taagtttgat atgcgagaga 360 
acttgaatac tttgaggggc ttaatcatat 420 
cttaccacac tgactagtat gatctttctg 4 80 
tttatattat tattcatatt tctactacct 540 
attcttccga gttaattgaa tttgcttggg 600 
tatacaaagg atcaaacttg gttcgtccaa 660 
agattcatag aataacatgg gacaatgtca 720 
caaactttga tcaatacgta caagaacaca 780 
tgatgtttga catttccaaa ttgagagttc 840 
tggttttacc ctcgtatcta caacatccaa 900 
attggcaatc tagccaccct gaaacattat 960 
ttactgcatt agaagttgag gttgagaata 1020 
cttccacacc atcaccatca aaagcttcag 1080 
cagccattga cgtcctttcc agtgaaacag 114 0 
acgccaaaat tgccaaacaa ttgatcaaaa 12 00 
tatfetacaag accttttgat tcggctcaag 12 60 
aagtactcta tctttccaac ttgccaaacg 1320 
tcactcagta tggtggaaga ccaggtgggt 1380 
ataataataa caacaacaat agcaatggcg 1440 
gtatttcagg gtttgtggcc tttaatactc 1500 
atgggagagt gttgaatgat cgtcctattg 1560 
atatggccat ggataaattg ttgttgactc 1620 
ccggggattg gacttgttta tcttgtgggt 1680 
tcaggtgctc ttttgcggca gtggcgtttc 1740 
ccaacggtaa tggcaatgtt agcggcaacc 1800 
gtggcatgaa tttacagcct gctcaagcta 1860 
ttccttctta caacgatcca atcaagggtc 1920 
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caacaggtaa tgtcactaat cacctcaaca attctgagac caatttactg aacaacacta 1980 
atcttaacaa caacaatcat catagtaata attatcacaa taactaccat caccacaaca 2040 
acaataataa caatcatggg aatagcaatg gtaacaccat acatggtcgt tcccattata 2100 
acaatagtgt tccatttaga gcaggtgact ggaaatgtga aaattgcatg tatcacaatt 2160 
tcgccaaaaa tttgtgttgt ttaaaatgtg gtgtcgccaa acctgctatt aacaatcaac 2220 
aaaataatac aattcattcg gtgaattcaa cggccgctgc catagctgca gcaacagcca 22 80 
gtggtcaacc tttaaacttg aataataatg catttttgaa ccttcagcaa caacagtctc 2340 
agtcacaacc ccaaggtcag caccattaca accaacattc tcgtaacaac aatgcttctg 2400 
gggcatcaaa gttcaacaat ggctacaacc caaagaatca gtattacaat aataatagca 2460 
agaatcttag caacaatttt ggtcttaatg gtatgcatca gcaaaaccaa aatcaaattt 2520 
tgatgtattc acaacaattg caacaacaac agcaacaaca acagcaacaa cagcaacaac 2 5 80 
agcaacaaca gcaacaacag caacaacagc aacaacagca acagcaacaa catgatttaa 2 64 0 
atggaagtag ctcttcccat caactgaaac ttcaattgaa taatacttga 2690 



<210> 322 
<211> 729 
<212> PRT 

<213> Candida albicans 



<400> 322 

Met Ser Asp lie Tyr He He He 
1 5 

Ser Pro Thr Phe Val Thr Lys Asp 
20 

Trp Glu Thr Val Asp Ser Val Thr 
35 40 

Asn Leu Val Arg Pro Thr Asn Thr 
50 55 

He His Arg He Thr Trp Asp Asn 
65 70 

Asp Ala He Thr Asn Phe Asp Gin 
85 



His He Ser Thr Thr Cys Asp Asp 
10 15 

Ser Ser Glu Leu He Glu Phe Ala 
25 30 

Leu Glu Thr Leu Tyr Lys Gly Ser 
45 

Pro He Thr Pro Tyr Cys Ser Lys 
60 

Val Lys Asn Ala Gly Ser Phe Lys 
75 80 

Tyr Val Gin Glu His He He Ser 
90 95 



Lys Lys Lys Glu 
100 

Val Gin Leu Val 
115 

Tyr Leu Gin His 
130 

Trp Gin Ser Ser 
145 

Thr Asn He He 



Tyr Val Asp Leu 
180 



Phe Ser He Val 



Arg Glu Ala Arg 
120 

Pro Arg He Phe 
135 

His Pro Glu Thr 
150 

Thr Ala Leu Glu 
165 

Pro Asn Phe Ser 



Met Phe Asp He 
105 

Asp Lys Ser Val 



Asp Leu Pro Arg 
140 

Leu Ser Tyr Pro 

155 

Val Glu Val Glu 
170 

Ser Thr Pro Ser 
185 



Ser Lys Leu Arg 
110 

Val Leu Pro Ser 
125 

Glu Tyr Leu Asn 



Pro Thr Ser Leu 

160 

Asn He Ser Glu 
175 

Pro Ser Lys Ala 
190 
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Ser Ala Thr Thr Thr Thr Thr Thr Ala Asn Val Thr Ala lie Asp Val 
195 200 205 

Leu Ser Ser Glu Thr Glu Pro Asn Gly Lys Val lie Ala Asn Leu His 
210 215 220 

Ala Lys lie Ala Lys Gin Leu lie Lys Lys Ser lie Pro Val Glu Asn 
225 230 235 240 

His Pro Asn Val Phe Thr Arg Pro Phe Asp Ser Ala Gin. Asp lie Thr 
245 250 255 

Ala Phe Thr Ser Glu Arg Ser Lys Val Leu Tyr Leu Ser Asn Leu Pro 
260 265 270 

Asn Asp Thr Thr Gin Ser Glu Leu Glu Ser Trp Phe Thr Gin Tyr Gly 
275 280 285 

Gly Arg Pro Gly Gly Phe Trp Thr Phe Lys Ser Ala Asp Asp Asn Asn 
290 295 300 

Asn Asn Asn Asn Asn Asn Ser Asn Gly Gly Lys Gly Tyr Gin Asn Ala 
305 310 315 320 

Arg Lys Tyr Gly lie Ser Gly Phe Val Ala Phe Asn Thr His Glu Glu 
325 330 335 

Ala Val Asp Cys Leu Ala Leu Asn Gly Arg Val Leu Asn Asp Arg Pro 
340 345 350 

lie Glu Val Gin Ala Ser Ser Ser Lys Val Phe Asp Met Ala Met Asp 
355 360 365 

Lys Leu Leu Leu Thr Ser Phe Pro Leu Ser Lys Asn Arg Pro Arg Pro 
370 375 380 

Gly Asp Trp Thr Cys Leu Ser Cys Gly Phe Ser Asn Phe Gin Arg Arg 
385 390 395 400 

Thr His Cys Phe Arg Cys Ser Phe Ala Ala Val Ala Phe Gin Asp Val 
405 410 415 

Phe Asn Ser Asn Thr Gly Asn Ala Asn Gly Asn Gly Asn Val Ser Gly 
420 425 430 

Asn His Asn His Asn His Asn Ser Gly Ala Arg Arg Gly Met Asn Leu 
435 440 445 

Gin Pro Ala Gin Ala Asn Glu Lys lie Gly Thr Gly Asn lie Ser lie 
450 455 460 

Pro Ser Tyr Asn Asp Pro lie Lys Gly Pro Thr Gly Asn Val Thr Asn 
465 470 475 480 

His Leu Asn Asn Ser Glu Thr Asn Leu Ser Asn Asn Thr Asn Leu Asn 
485 490 495 
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Asn Asn Asn His His Ser Asn Asn Tyr His Asn Asn Tyr His His His 
500 505 510 

Asn Asn Asn Asn Asn Asn His Gly Asn Ser Asn Gly Asn Thr He His 
515 520 525 

Gly Arg Ser His Tyr Asn Asn Ser Val Pro Phe Arg Ala Gly Asp Trp 

530 535 540 

Lys Cys Glu Asn Cys Met Tyr His Asn Phe Ala Lys Asn Leu Cys Cys 
545 550 555 560 

Leu Lys Cys Gly Val Ala Lys Pro Ala He Asn Asn Gin Gin Asn Asn 
565 570 575 

Thr He His Ser Val Asn Ser Thr Ala Ala Ala He Ala Ala Ala Thr 
580 585 590 

Ala Ser Gly Gin Pro Leu Asn Leu Asn Asn Asn Ala Phe Leu Asn Leu 
595 600 605 

Gin Gin Gin Gin Ser Gin Ser Gin Pro Gin Gly Gin His His Tyr Asn 
610 615 620 

Gin His Ser Arg Asn Asn Asn Ala Ser Gly Ala Ser Lys Phe Asn Asn 
625 630 635 640 

Gly Tyr Asn Pro Lys Asn Gin Tyr Tyr Asn Asn Asn Ser Lys Asn Leu 
645 650 655 

Ser Asn Asn Phe Gly Leu Asn Gly Met His Gin Gin Asn Gin Asn Gin 
660 665 670 

He Leu Met Tyr Ser Gin Gin Leu Gin Gin Gin Gin Gin Gin Gin Gin 
675 680 685 

Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin 

690 695 700 

Gin Gin Gin Gin Gin Gin His Asp Leu Asn Gly Ser Ser Ser Ser His 
705 710 715 720 

Gin Ser Lys Leu Gin Leu Asn Asn Thr 
725 



<210> 323 
<211> 3359 
<212> DMA 

<213> Candida albicans 

<400> 323 

aatagcattg aacaagaaga agaggacaac 
gattatgata gtgatgacag ttcatagaca 
atttaataat aaaggacttg ttttttttag 
atttcggata gccaaccagg ttatatttta 



gatagaccaa ggttggtttt agccaatcct 6 0 
atttacagcc ttaaatggat atatatgtat 12 0 
taactagtgt gatctctttt ctgggtgtac 18 0 
gcagtttata gacagtgtta tcgatgggta 24 0 
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atataaataa aagctcattg aatactatct 
aaatataaaa ccatacacgt aaatgaaatg 
aacaaaaaaa aaatgttgtc cgccaaaaaa 
actatctcaa atcttgttgt caccataact 
aattgaataa acataggatc atgagtgaca 
cggctacgaa agtatctgtc aatgaattta 
tgaaagtaga taccatgaag aagattttga 
acttgttgat gcatataatc agatttgtca 
tgttgtatca ttattgggag gtttgtccaa 
aaatgattct tgtgtgtaat gccatccaac 
gaggcaatac tttgagatat ttgacgaaat 
ttcctaatgt ccgtcaatgt ttagaacacc 
tcgcattatg gtctattcat aaagtcagtg 
tttacagatt tttgtatgag gaaaacgatt 
ttggagactt gaatagagaa gctgctttgc 
agactttgga tccattgata caattggctt 
aaaatccagc tttaaagcaa caatatgccc 
caaatgttgt tatgtatgaa gctgctaaca 
caattttgtt ggcaggaaac aagtttgttg 
ttaaaattat cactttagag agaataaatc 
aagacttgtc attagaaatt ttacgaggtt 
aagctcttga tgttacttta caatttatca 
tattgaagaa agaattgcag tctacagctt 
gacagttgtt aattaatgcc atccatcaat 
atgtcattga tttattgttg gattctatag 
ttatcacatt tgttaaagaa gttgttgaga 
gaagattgat tttggctttg ccacatgtga 
gggttattgg tgagtatgcc ttagaggaat 
gaggaagtat tggtgaagta ccaattattg 
atactgagga atcacaagag gaagaaaccg 
cagttgtatt gccagatggt acctacgcta 
actctttgga aagtgacagc aagactccta 
acttaggtgc tgtattagca tcaactttgg 
aacaaactca agaaaaaatt ttgaacggat 
cgattttaag agttggggaa tctagcttgg 
acagaatttt gtcttacatc aagattttga 
caagcttcct tgaagatact aaagatgcat 
agaaagcaga agcattggct aaggatttgc 
ttgtttttag acagttggat aaagataaca 
ctgctgcgtc aggaagcaat gaattaaaga 
ttatacaatt gactgggttt tccgatccta 
aatacgatgt tgtgttagat gtcttgctag 
tatcagttga atttgctaca ttgggtgatt 
atattggacc tcatggtttc tacaaagttc 
ctggtgtcat ctttggtaac atagtgtatg 
ttattttgaa tgacgttcac gttgacatta 
aaagtcaatt ccgtaaaatg tggaacgaat 
cacctattga aacattgaaa gagtacttgg 
gcttgacacc gggtgcggta attggagaag 
caaggtcaag ctttggtgaa gatgcattgg 
gaccaataat tggtcatgtc agaataagat 
gtgatagagt agcttccatt tcaagaaaag 



agtgaaaagt cgtgtgtaaa tcgatttgaa 3 00 
tgtgtgaaag tacaaccaac aacgaaaaag 3 60 
aaaaagagaa caacaaatca aagtttcaag 420 
atcaattgtt cacctcttga accaacatca 480 
gtggttatac attaatctat gagcctaata 540 
aaaatttgtt ggaaaagggt aaagatgatg 600 
ttaccatatt aaatggagac cccttacctg 660 
tgccttccag aaataaagaa ttgaaaaagt 72 0 
aaatggatga atcaggtaaa atgagacatg 7 80 
gtgatttaca gcatccaaat gaatatattc 840 
tgaaagagcc agaattattg gaaactttag 900 
gtcatgccta tgtcagaaaa aatgctgttt 960 
atcatttagc tcctgatgct gacgagttaa 102 0 
ctgtttgtaa aagaaatgct tttgtttgtc 1080 
aatatattca ggataatatt tcagttattg 1140 
ttattgagtt tatcaaaaag gactctattc 1200 
aattaatgac agaaattatt gaaagctctt 1260 
cgttgactgt tttgacttca aacccacaat 1320 
aattggctac tagagagtct gataataacg 13 80 
aattacacaa gcaacatcct ggtgtgttac 1440 
tatcttccca agatttggat gttaaaaaga 1500 
ccaccagaaa tgttgaagat gttgttaagt 1560 
tatccaatga tgacaagaat gcagattata 1620 
tggctattaa atttgtggag gttgctgcca 1680 
ccgatttgaa taccactgcc gcctacgagg 174 0 
aattcccaga tttaagggac gctattttga 1800 
aaagtggtaa agttttccgt ggtgcattat 1860 
cattaataca agaatcttgg aaatatatta 1920 
ctagtgaatt gaaactgaaa aagcgtgatg 1980 
agtatgatgg taaacctcgc agaaagggtc 2 04 0 
ctgagtcagc attgacaagc gaaacaactg 2100 
tcagaaagca aattcttgct ggtgatttct 2160 
tgaaattgat tctccgattg caaagtttga 2220 
taaaagcaga agcattgttg attatggttt 2280 
tttctaagaa aattgatgag gattctgctg 2340 
acgatgaaga agaccttcag gaaatcaaga 2400 
ttaaagcaca aattaataat gctgaattga 2460 
atgataacgc tgaacaaatt gacgatgcaa 2 52 0 
aaaagagtaa agcttctgtg gatgatgttg 2580 
aagaaaattt gtcgtcgaga ttgaacaaaa 2640 
tttacgcaga ggcatttgtc aaagttcatc 2700 
tgaatcaaac cacaactact ttaagaaact 2760 
tgaaagtggt tgataaacca actaccgcaa 2 82 0 
aaacaactat taaagttact tcggctgata 2880 
acggtcaaca ctcggacgat tcacgtatag 2 94 0 
tggattacat taagccagcc acttgttcag 3 000 
ttgaatggga gaataagata accattaaat 3060 
atgaattaat gaagggtaca aatatgcaat 3120 
aatgtcaatt tttatcagca aacttgtact 3180 
ctaatttatg tatagagaaa cagagtgatg 3240 
caaaaggtca aggtttggct ttgtcattgg 3 3 00 
gtaagaaggc aactattgct cgtgtttaa 3359 



<210> 324 
<211> 952 
<212> PRT 
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<213> Candida albicans 
<400> 324 

Met Ser Asp Ser Gly Tyr Thr Leu lie Tyr Glu Pro Asn Thr Ala Thr 
15 10 15 

Lys Val Ser Val Asn Glu Phe Lys Asn Leu Leu Glu Lys Gly Lys Asp 
20 25 30 

Asp Val Lys Val Asp Thr Met Lys Lys lie Leu lie Thr lie Leu Asn 
35 40 45 

Gly Asp Pro Leu Pro Asp Leu Leu Met His lie lie Arg Phe Val Met 
50 55 60 

Pro Ser Arg Asn Lys Glu Leu Lys Lys Leu Leu Tyr His Tyr Trp Glu 
65 70 75 80 

Val Cys Pro Lys Met Asp Glu Ser Gly Lys Met Arg His Glu Met lie 
85 90 ^ 95 

Leu Val Cys Asn Ala lie Gin Arg Asp Leu Gin His Pro Asn Glu Tyr 
100 105 110 

lie Arg Gly Asn Thr Leu Arg Tyr Leu Thr Lys Leu Lys Glu Pro Glu 
115 120 125 

Leu Leu Glu Thr Leu Val Pro Asn Val Arg Gin Cys Leu Glu His Arg 
130 135 140 

His Ala Tyr Val Arg Lys Asn Ala Val Phe Ala Leu Trp Ser lie His 
145 150 155 160 

Lys Val Ser Asp His Leu Ala Pro Asp Ala Asp Glu Leu lie Tyr Arg 
165 170 175 

Phe Leu Tyr Glu Glu Asn Asp Ser Val Cys Lys Arg Asn Ala Phe Val 
180 185 190 

Cys Leu Gly Asp Leu Asn Arg Glu Ala Ala Leu Gin Tyr lie Gin Asp 
195 200 205 

Asn lie Ser Val lie Glu Thr Leu Asp Pro Leu lie Gin Leu Ala Phe 
210 215 220 

lie Glu Phe lie Lys Lys Asp Ser lie Gin Asn Pro Ala Leu Lys Gin 
225 230 235 240 

Gin Tyr Ala Gin Leu Met Thr Glu lie lie Glu Ser Ser Ser Asn Val 

245 250 255 

Val Met Tyr Glu Ala Ala Asn Thr Leu Thr Val Leu Thr Ser Asn Pro 
260 265 270 



Gin Ser lie Leu Leu Ala Gly Asn Lys Phe Val Glu Leu Ala Thr Arg 
275 280 285 
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Glu Ser Asp Asn Asn Val Lys lie lie Thr Leu Glu Arg lie Asn Gin 
290 295 300 

Leu His Lys Gin His Pro Gly Val Leu Gin Asp Leu Ser Leu Glu He 
305 310 315 320 

Leu Arg Gly Leu Ser Ser Gin Asp Leu Asp Val Lys Lys Lys Ala Leu 
325 330 335 

Asp Val Thr Leu Gin Phe He Thr Thr Arg Asn Val Glu Asp Val Val 
340 345 350 

Lys Leu Leu Lys Lys Glu Leu Gin Ser Thr Ala Leu Ser Asn Asp Asp 
355 360 365 

Lys Asn Ala Asp Tyr Arg Gin Leu Leu He Asn Ala He His Gin Leu 
370 375 380 

Ala He Lys Phe Val Glu Val Ala Ala Asn Val He Asp Leu Leu Leu 
385 390 395 400 

Asp Ser He Ala Asp Leu Asn Thr Thr Ala Ala Tyr Glu Val He Thr 
405 410 415 

Phe Val Lys Glu Val Val Glu Lys Phe Pro Asp Leu Arg Asp Ala He 
420 425 430 

Leu Arg Arg Leu He Leu Ala Leu Pro His Val Lys Ser Gly Lys Val 
435 440 445- 

Phe Arg Gly Ala Leu Trp Val He Gly Glu Tyr Ala Leu Glu Glu Ser 
450 455 460 

Leu He Gin Glu Ser Trp Lys Tyr He Arg Gly Ser lie Gly Glu Val 
465 470 475 480 

Pro He He Ala Ser Glu Leu Lys Ser Lys Lys Arg Asp Asp Thr Glu 
485 490 495 

Glu Ser Gin Glu Glu Glu Thr Glu Tyr Asp Gly Lys Pro Arg Arg Lys 
500 505 510 

Gly Pro Val Val Leu Pro Asp Gly Thr Tyr Ala Thr Glu Ser Ala Leu 
515 520 525 

Thr Ser Glu Thr Thr Asp Ser Leu Glu Ser Asp Ser Lys Thr Pro He 
530 535 540 

Arg Lys Gin He Leu Ala Gly Asp Phe Tyr Leu Gly Ala Val Leu Ala 
545 550 555 560 

Ser Thr Leu Val Lys Leu He Leu Arg Leu Gin Ser Leu Lys Gin Thr 
565 570 575 



Gin Glu Lys He Leu Asn Gly Leu Lys Ala Glu Ala Leu Leu He Met 
580 585 590 
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Val Ser lie Leu 
595 

Asp Glu Asp Ser 
610 

Asp Glu Glu Asp 
625 

Lys Asp Ala Phe 



Arg Val Gly Glu 
600 

Ala Asp Arg lie 
615 

Leu Gin Glu lie 
630 

Lys Ala Gin lie 
645 



Ser Ser Leu Val 



Leu Ser Tyr lie 

620 

Lys Thr Ser Phe 
635 

Asn Asn Ala Glu 
650 



Ser Lys Lys lie 
605 

Lys lie Leu Asn 



Leu Glu Asp Thr 
640 

Leu Lys Lys Ala 
655 



Glu Ala Leu Ala 
660 

Ala lie Val Phe 
675 

Ser Val Asp Asp 
690 

Glu Asn Leu Ser 
705 

Ser Asp Pro lie 



Lys Asp Leu His 



Arg Gin Leu Asp 
680 

Val Ala Ala Ala 
695 

Ser Arg Leu Asn 
710 

Tyr Ala Glu Ala 
725 



Asp Asn Ala Glu 
665 

Lys Asp Asn Lys 



Ser Gly Ser Asn 
700 

Lys He He Gin 
715 

Phe Val Lys Val 
730 



Gin He Asp Asp 
670 

Lys Ser Lys Ala 
685 

Glu Leu Lys Lys 



Leu Thr Gly Phe 
720 

His Gin Tyr Asp 
735 



Val Val Leu Asp 

740 

Asn Leu Ser Val 
755 

Lys Pro Thr Thr 
770 

Thr Thr He Lys 
785 

He Val Tyr Asp 



Asn Asp Val His 
820 

Ser Glu Ser Gin 
835 



Val Leu Leu Val 



Glu Phe Ala Thr 
760 

Ala Asn He Gly 
775 

Val Thr Ser Ala 
790 

Gly Gin His Ser 
805 

Val Asp He Met 



Phe Arg Lys Met 
840 



Asn Gin Thr Thr 
745 

Leu Gly Asp Leu 



Pro His Gly Phe 
780 

Asp Thr Gly Val 
795 

Asp Asp Ser Arg 
810 

Asp Tyr He Lys 
825 

Tarp Asn Glu Phe 



Thr Thr Leu Arg 
750 

Lys Val Val Asp 
765 

Tyr Lys Val Gin 



He Phe Gly Asn 
800 

He Val He Leu 
815 

Pro Ala Thr Cys 
830 

Glu Trp Glu Asn 
845 



Lys He Thr He Lys Ser Pro He Glu Thr Leu Lys Glu Tyr Leu Asp 
850 855 860 

Glu Leu Met Lys Gly Thr Asn Met Gin Cys Leu Thr Pro Gly Ala Val 
865 870 875 880 

He Gly Glu Glu Cys Gin Phe Leu Ser Ala Asn Leu Tyr Ser Arg Ser 
885 890 895 



Ail 2 
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Ser Phe Gly Glu Asp Ala Leu Ala 
900 

Asp Gly Pro lie lie Gly His Val 
915 920 

Leu Ala Leu Ser Leu Gly Asp Arg 
930 935 

Lys Lys Ala Thr lie Ala Arg Val 
945 950 



Asn Leu Cys lie Glu Lys Gin Ser 
905 910 

Arg lie Arg Ser Lys Gly Gin Gly 
925 

Val Ala Ser He Ser Arg Lys Gly 
940 



<210> 325 
<211> 2270 
<212> DNA 

<213> Candida albicans 
<400> 325 

gtttgatcac atgtgttgtg aacactcggg 
aaaaaaaaaa gcagaacaca aaacatggaa 
cgagacttcc atagcaaagt taacaagcac 
atcgggatca atctgaattg tttcccgtat 
aactaaatct ttcatattaa cactaccatt 
tgttctcttc acaattaaaa aaaaaaaaaa 
aagaaaaagc aaaggtaatt ccttcataca 
cttttaatac ttgcatcaat tggaatatta 
aatattatta aaatattatt atgcttgaat 
ctgaattcca actcacagca ttaaagatct 
catactgtgc tcaaggatca tttggcttga 
ttgttggcta tgttgtatac actcaattat 
gtattgtaga ttctattcga aggttatacc 
tcttttcact accatttatt aaatccaaaa 
aagtagaaga agagattatg aaaaacgatc 
aacagggtat tgacgctgac aatgtttcct 
attctgactg gatcaatgga agagtcagtg 
tgtcattaca agttgaagct tacaagaaat 
ttttcccagg tgtgcgtaag atggaggccg 
atgctccgag tgacgggtgt ggatcgacaa 
ccgggttgtc agctagagaa tatgggaaga 
ttgcccccgt gacaatacat gcgggaattg 
tacataaagt tgacttagat ccggttacct 
tgatcaatag taatacagtt ttaatctgtg 
ttgatgatat agagtcctta tccaagttgg 
atgcatgttt ggggtcattt attgtttcgt 
ggaaattgcc catatttgat tttcgattac 
acaaatatgg gtttgctccc aaggggtcat 
gtgagtgtca atactatatt gcaagtgatt 
tggctggttc taggccaggt gctcttgtag 
ggaaacaagg atacaccaag ttttgttacg 
gagcaattga aactgacccg atactatcca 
ggtcggtaat ttcgtttcaa cttgcacctc 
ttagtgattt gttgaccaaa aaaggttggc 
tacattttgc atttacaaga ttgactgtcc 
ttgaagctac aaaagaagcg gtggcaattg 
aagctccagg tgatactgct gcgttatatg 



taatacaaaa tagtgagaga gaagaagggg 6 0 
tttgaaaaca attttgtaat tcaatcgatc 120 
aattgtcatt ttaacttaat tggtggatta 180 
tgtttaaaac caaagaaaaa ggataatcaa 240 
ttgtagtggt cagtttatat aattatccac 300 
aaagaaaaaa gaaagctctc tctcccccaa 3 60 
cacctttgat atctttcctc ttagactttt 420 
cttgttcata ctggagtttt cattgaacta 480 
tgaattcaat tacgattcct cggaatttca 540 
actatcaact taagatttta tttcttgcca 600 
acggttcagt ctgtttagca agagatattt 660 
taaagcttta tcgagtatta agagggtacg 720 
tatatgttag ttctacggtg tcatctcaaa 7 80 
ttgacaagga attgcaagcg actattggca 84 0 
cacagttatt acagtttccc gaattgccag 900 
tggagttgga taaattacaa aacttgaaac 960 
gagcagttta tcatggaggt gagaatctat 1020 
actcggtggc caatcaattg catcccgatg 1080 
aagtagttca tatggttttg gatatcttta 1140 
cttcgggagg tactgagtcg ttattgttag 1200 
aatatcgtgg aataactgag cctgaagtca 1260 
aaaaagcctg tttttatttt ggaatgaaat 1320 
ttcaagttga cgttaagaaa gtagaaagat 1380 
gatcagcccc aaattatcct catggaataa 1440 
cagtcaagta taatatcccg ttgcacgttg 1500 
ttttagaaaa atcaaaagta catggcgata 1560 
caggtgtcac gtcaatctca tgtgatactc 1620 
caataattat gtaccgttcg ccaaaattac 1680 
ggacgggtgg aatgtatggt tctccaactt 1740 
ttggatgctg ggctacatta atcaatattg 1800 
atattgtgct ggcgtcaatg aaagttaaac 1860 
aacatttaca aattattggt gatccaattg 1920 
agcaatcggg aaatttaagt atttacgaga 198 0 
attttgcaac tttacaaaac ccatcagcat 2040 
cggtggtcga tgaattgatt gcagatttgg 2100 
ccgaggaaca caaaaagaat ggagtgacca 2160 
gtatagctgg cagtgtacat acagcagggt 2220 
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tggctgatag attaattgtt gcatttttag ataccttata caaaatttga 221 



<210> 326 
<211> 589 
<212> PRT 

<213> Candida albicans 
<400> 326 

Met Leu Glu Leu Asn Ser He Thr He Pro Arg Asn Phe Thr Glu Phe 
1 5 10 15 

Gin Leu Thr Ala Leu Lys He Tyr Tyr Gin Leu Lys He Leu Phe Leu 
20 25 30 

Ala Thr Tyr Cys Ala Gin Gly Ser Phe Gly Leu Asn Gly Ser Val Cys 
35 40 45 

Leu Ala Arg Asp He Phe Val Gly Tyr Val Val Tyr Thr Gin Leu Leu 
50 55 60 

Lys Leu Tyr Arg Val Leu Arg Gly Tyr Gly He Val Asp Ser He Arg 
65 70 75 80 

Arg Leu Tyr Leu Tyr Val Ser Ser Thr Val Ser Ser Gin He Phe Ser 
85 90 95 

Leu Pro Phe He Lys Ser Lys He Asp Lys Glu Leu Gin Ala Thr He 
100 105 110 

Gly Lys Val Glu Glu Glu He Met Lys Asn Asp Pro Gin Leu Leu Gin 
115 120 ' 125 

Phe Pro Glu Leu Pro Glu Gin Gly He Asp Ala Asp Asn Val Ser Leu 
130 135 140 

Glu Leu Asp Lys Leu Gin Asn Leu Lys His Ser Asp Trp He Asn Gly 
145 150 155 160 

Arg Val Ser Gly Ala Val Tyr His Gly Gly Glu Asn Leu Leu Ser Leu 
165 170 175 

Gin Val Glu Ala Tyr Lys Lys Tyr Ser Val Ala Asn Gin Leu His Pro 
180 185 190 

Asp Val Phe Pro Gly Val Arg Lys Met Glu Ala Glu Val Val His Met 
195 200 205 

Val Leu Asp He Phe Asn Ala Pro Ser Asp Gly Cys Gly Ser Thr Thr 
210 215 220 

Ser Gly Gly Thr Glu Ser Leu Leu Leu Ala Gly Leu Ser Ala Arg Glu 
225 230 235 240 



Tyr Gly Lys Lys Tyr Arg Gly He Thr Glu Pro Glu Val He Ala Pro 
245 250 255 
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Val Thr He His Ala Gly He Glu Lys Ala Cys Phe Tyr Phe Gly Met 
260 265 270 

Lys Leu His Lys Val Asp Leu Asp Pro Val Thr Phe Gin Val Asp Val 
275 280 285 

Lys Lys Val Glu Arg Leu He Asn Ser Asn Thr Val Leu He Cys Gly 
290 295 300 

Ser Ala Pro Asn Tyr Pro His Gly He He Asp Asp He Glu Ser Leu 
305 310 315 320 

Ser Lys Leu Ala Val Lys Tyr Asn He Pro Leu His Val Asp Ala Cys 
325 330 335 

Leu Gly Ser Phe He Val Ser Phe Leu Glu Lys Ser Lys Val His Gly 
340 345 350 

Asp Arg Lys Leu Pro He Phe Asp Phe Arg Leu Pro Gly Val Thr Ser 
355 360 365 

He Ser Cys Asp Thr His Lys Tyr Gly Phe Ala Pro Lys Gly Ser Ser 
370 375 380 

He He Met Tyr Arg Ser Pro Lys Leu Arg Glu Cys Gin Tyr Tyr He 
385 390 395 400 

Ala Ser Asp Trp Thr Gly Gly Met Tyr Gly Ser Pro Thr Leu Ala Gly 
405 410 415 

Ser Arg Pro Gly Ala Leu Val Val Gly Cys Trp Ala Thr Leu He Asn 
420 425 430 

He Gly Lys Gin Gly Tyr Thr Lys Phe Cys Tyr Asp He Val Ser Ala 
435 440 445 

Ser Met Lys Val Lys Arg Ala He Glu Thr Asp Pro He Leu Ser Lys 
450 455 460 

His Leu Gin He He Gly Asp Pro He Gly Ser Val He Ser Phe Gin 
465 470 475 480 

Leu Ala Pro Gin Gin Ser Gly Asn Leu Ser He Tyr Glu He Ser Asp 
485 490 495 

Leu Leu Thr Lys Lys Gly Trp His Phe Ala Thr Leu Gin Asn Pro Ser 
500 505 510 

Ala Leu His Phe Ala Phe Thr Arg Leu Thr Val Pro Val Val Asp Glu 
515 520 525 

Leu He Ala Asp Leu Val Glu Ala Thr Lys Glu Ala Val Ala He Ala 
530 535 540 

Glu Glu His Lys Lys Asn Gly Val Thr Lys Ala Pro Gly Asp Thr Ala 
545 550 555 560 
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Ala Leu Tyr Gly lie Ala Gly Ser Val His Thr Ala Gly Leu Ala Asp 
565 570 575 

Arg Leu lie Val Ala Phe Leu Asp Thr Leu Tyr Lys lie 
580 585 



<210> 327 
<211> 3605 
<212> DNA 

<213> Candida albicans 

<400> 327 

ttcaattttt ttaaaaaaat agcaaaaagg tatttcttag aaattgaaaa aaaaaaatca 60 
caaaaaaatt tataaaaccg gatagggccg ttatcgcagg acgtgtccca tgatcaatct 12 0 
acaatgaaat gattcacatg aaatatgtta caattccaca cttgctgcta aaaagcaaca 180 
gttttgcaat agagaaaagc atgatatact atcgataata tctttcgata agaacttaaa 24 0 
tgtagcaacg ttgaatttta aaataaaact tccttttcct ggtgataaat tttgactttg 3 00 
aagcataaag aagacagagc taaaaaaaaa ctactctcta gacaaaatca aaacctcgaa 360 
tatatttttg gtgtttcttt tttttttttt ttgcctctcg ttgaaatcat ctccattctt 420 
cttttccacg tctttgttga aaactttgca acctaaaaaa ataagaatca ctccaacaag 480 
tttaaactac attatcaatt atgttgaaaa ctagattaaa acaaagcagg gccataagtc 540 
gggttgtaag aagatatgca tgctcacacc ccatttctcc caatcttgat aagtacccag 600 
ttggtctaaa attgcatggt tacgaagtta cccaaacatc acctatccca gaattttccc 660 
tcactgctgt atcattaaaa cacacagaga gtggtgcaac tcacttacat ttggattccc 72 0 
ctaatgacag taataatgta tttctgattg ccttcaaaac aaatcctcca gataatactg 780 
gggttcccca tattttagaa catacaactt tgtgtggtag taaaaagttt ccggtccgtg 840 
atccattttt taaaatgacc aacaggtcgt tgagtaactt tatgaatgca atgacaggcc 900 
atgattacac attttatcca tttgctacca ccaattcaaa ggattttgaa aacctaatgg 960 
atgtgtattt atcgtcagtg tttgaaccgc aattaaacca taccgatttc ttgcaagaag 102 0 
gatggagaat agaaaatcaa aatgttcatg acatatcgtc caagcttgaa ttcaagggag 1080 
ttgtatataa tgaaatgaag ggccagtatt cgaactctgc atactacttt tatatcaagt 114 0 
tccttgagag tatatatcca tccttgaata attcaggggg tgatcccaag aaaattgttg 1200 
atttgctgta cgagggttta ctagagtttc acctgaaaaa ttatcatcca tcaaatgcaa 1260 
aaacatttac ttatggaaaa ttaccattgg aagacagttt aagtaaaata agcaaatact 1320 
atgaatcatt cgaaaaaaag gtgtcttcag ttgacgtcaa acaacctata ttttctacag 1380 
ataaatcaga aatctttgat gtcaccatcc cgggtccagt tgatacaatg aatggtaaag 144 0 
agacttcaga acagtactgc acatctatca cctggaactt gggtaatcca ttggatccaa 1500 
acatgcagta tgatattttt aaatggaaaa tattgagctc attattgttt gatggacaca 1560 
actctccttt ctatcaagag ttaattgaaa gtggatacgg tgacgatttt tctgcaaata 1620 
ctgggttgga ctcaaccacc gcgttgcttt cgtttactgt tggtctcaac tacttaacca 1680 
agcaaaaagt tgataatttt aatgaaaaag ttatggaaat cattaataat aaaatcattc 1740 
ccgaattaag taacgaagag tcctcttcat atcatggtag aattgatgct atattgcatc 1800 
aaatagaaat aggattcaaa agacacaagc ccgattttgg atttggatta ttgagctcta 1860 
ttgttccgtc atgggtgaat ggagttgatc caattgacac cttgcaagtg gaaaagatat 192 0 
tgtcgcattt taaagaagat tataaacaaa atggtttaag gatctttaaa gaattattag 1980 
aaaagacatt gtgtaaccct cattcgcaaa aatttaaatt caccatggag ccaagagaag 2040 
attttaccaa acaattggta aaagatgaga atttgatgat cgagaaaaga gtaagtgaac 2100 
tcacagaaga taacaagaag gcaatctatg agcaaaactt ggaattagct aaattacaat 2160 
tggaggatca aaatacagaa gttttaccca cattgactat tgatgacatt ccaaagagag 2220 
gtgattttta tgccattgat ttgggccaag taaataagaa agttgtacat gaaagggtag 22 80 
ttgataccaa tggcttggtt tatgccaacg ctttaaaaga tatttcctat ttacccacca 2340 
aactttacaa gtaccttcca ttgtttaaca actgtttgac gaaccttgct ggaacagaaa 2400 
acacacccat tacggagttg gaaactaaaa tacaaatgtt aactggcggg ataacattta 2460 
gttctaaaat atcgactgac ccctataata ttgagcaact aaaattacag tatgtgttaa 2520 
gtggaatggc tttgaaagaa aagtcatcct cagtttatga tttatggttg gagattttaa 2580 
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ctactaccaa 
acatgggaca 
tgagctcact 
aagttcaatt 
ccaaagagat 
ggtatagact 
ttgataagga 
tggcattgtt 
catttcaagt 
gtgcttcttt 
gagaaagcaa 
acttttattc 
tactgtatgg 
ttttccaaiag 
aaaatataga 
aggatctcag 
ttattggtga 
tatag 



attcgacacc 
aaaccaaatc 
gaaattgaca 
tgtaatggag 
tattccgata 
agttggaaat 
tatttcttcg 
gaactcattc 
gggatactct 
acaaatatta 
tggtgcatat 
gtatcgtgat 
acttgatgct 
cgtcgatgct 
tgattacttg 
agatgtgact 
caatgaaatt 



agtgatgagg 
aataatattg 
ccgctgaaat 
ttgaactcca 
ttgcaagaaa 
caagagatta 
aacagaccaa 
aattacaatc 
tcattaggta 
tctcagttat 
ggaggtggtt 
cctaatcctg 
aattggaacg 
ccaattaata 
agacaggaaa 
gaaaagtatc 
ttaaatgtcg 



tattagaaaa 
ctgatcgcgg 
acatcagtga 
aattagaatc 
tacaaaagta 
ttgttgaaaa 
ctttatcgtt 
atacaagtga 
agattggctc 
attcctttaa 
tgacatatga 
ttaagtcgat 
ataaggattt 
tctcttctca 
gaagagaaaa 
ttgttgataa 
ataataaatg 



gttgtcagtt 
tcattcttat 
catcgtttca 
agaagggaaa 
tgtattgcaa 
cgaaaagctt 
aacagtaaca 
aaatgtctta 
ttcgtattca 
aaatctacat 
tgggttgaac 
tcaaactttt 
acaagaggct 
gggtgctagt 
ctttttgggt 
ccaaaacaac 
gcaaattaga 



ttgattaaaa 
gcggctgctg 
ggtttgagtc 
gagtacttgg 
ggtgaattca 
attgagaaat 
gatggtttac 
gttaacttac 
tcaaaggatg 
tccaaaataa 
gggacattaa 
agagattcct 
aagttgcggg 
gccttctttg 
accactttaa 
cttgtcactg 
aattttcaag 



2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3605 



<210> 328 
<211> 1034 
<212> PRT 

<213> Candida albicans 



<400> 328 

Met Leu Lys Thr Arg Leu Lys Gin Ser Arg Ala lie 
15 10 



Ser Arg Val Val 
15 



Arg Arg Tyr Ala Cys Ser His Pro lie 
20 25 



Ser Pro Asn 



Leu Asp Lys Tyr 
30 



Pro Val Gly Leu Lys Leu 
35 



His Gly Tyr 
40 



Glu Val Thr 



Gin Thr Ser Pro 
45 



lie Pro Glu Phe Ser Leu Thr Ala Val Ser Leu Lys 
50 55 60 



His Thr Glu Ser 



Gly Ala Thr His Leu His Leu Asp Ser Pro Asn Asp 
65 70 75 



Ser Asn Asn Val 
80 



Phe Ser lie Ala Phe Lys Thr Asn Pro Pro Asp Asn 
85 90 



Thr Gly Val Pro 
95 



His lie Leu Glu His Thr Thr Leu Cys Gly Ser Lys 
100 105 

Arg Asp Pro Phe Phe Lys Met Thr Asn Arg Ser Leu 
115 120 



Lys Phe Pro Val 
110 

Ser Asn Phe Met 
125 



Asn Ala Met Thr Gly His Asp Tyr Thr Phe Tyr Pro 
130 135 140 



Phe Ala Thr Thr 



Asn Ser Lys Asp Phe Glu Asn Leu Met Asp Val Tyr 
145 150 155 



Leu Ser Ser Val 
160 



Phe Glu Pro Gin Leu Asn His Thr Asp Phe Leu Gin Glu Gly Trp Arg 
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165 170 175 

lie Glu Asn Gin Asn Val His Asp lie Ser Ser Lys Leu Glu Phe Lys 
180 185 190 

Gly Val Val Tyr Asn Glu Met Lys Gly Gin Tyr Ser Asn Ser Ala Tyr 
195 200 205 

Tyr Phe Tyr lie Lys Phe Leu Glu Ser lie Tyr Pro Ser Leu Asn Asn 
210 215 220 

Ser Gly Gly Asp Pro Lys Lys lie Val Asp Leu Ser Tyr Glu Gly Leu 
225 230 235 240 

Leu Glu Phe His Ser Lys Asn Tyr His Pro Ser Asn Ala Lys Thr Phe 
245 250 255 

Thr Tyr Gly Lys Leu Pro Leu Glu Asp Ser Leu Ser Lys lie Ser Lys 
260 265 270 

Tyr Tyr Glu Ser Phe Glu Lys Lys Val Ser Ser Val Asp Val Lys Gin 
275 280 285 

Pro lie Phe Ser Thr Asp Lys Ser Glu lie Phe Asp Val Thr lie Pro 
290 295 300 

Gly Pro Val Asp Thr Met Asn Gly Lys Glu Thr Ser Glu Gin Tyr Cys 
305 310 315 320 

Thr Ser lie Thr Trp Asn Leu Gly Asn Pro Leu Asp Pro Asn Met Gin 

325 330 335 . 

Tyr Asp lie Phe Lys Trp Lys lie Leu Ser Ser Leu Leu Phe Asp Gly 
340 345 350 

His Asn Ser Pro Phe Tyr Gin Glu Leu lie Glu Ser Gly Tyr Gly Asp 
355 360 365 

Asp Phe Ser Ala Asn Thr Gly Leu Asp Ser Thr Thr Ala Leu Leu Ser 
370 375 380 

Phe Thr Val Gly Leu Asn Tyr Leu Thr Lys Gin Lys Val Asp Asn Phe 
385 ' 390 395 400 

Asn Glu Lys Val Met Glu lie lie Asn Asn Lys lie lie Pro Glu Leu 
405 410 415 

Ser Asn Glu Glu Ser Ser Ser Tyr His Gly Arg lie Asp Ala lie Leu 
420 425 430 

His Gin He Glu He Gly Phe Lys Arg His Lys Pro Asp Phe Gly Phe 
435 440 445 

Gly Leu Leu Ser Ser He Val Pro Ser Trp Val Asn Gly Val Asp Pro 
450 455 460 



He Asp Thr Leu Gin Val Glu Lys He Leu Ser His Phe Lys Glu Asp 
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465 470 475 480 

Tyr Lys Gin Asn Gly Leu Arg lie Plie Lys Glu Leu Leu Glu Lys Thr 
485 490 495 

Leu Cys Asn Pro His Ser Gin Lys Phe Lys Phe Thr Met Glu Pro Arg 
500 ' 505 510 

Glu Asp Phe Thr Lys Gin Leu Val Lys Asp Glu Asn Leu Met lie Glu 
515 520 525 

Lys Arg Val Ser Glu Leu Thr Glu Asp Asn Lys Lys Ala lie Tyr Glu 
530 535 540 

Gin Asn Leu Glu Leu Ala Lys Leu Gin Leu Glu Asp Gin Asn Thr Glu 
545 550 555 560 

Val Leu Pro Thr Leu Thr lie Asp Asp lie Pro Lys Arg Gly Asp Phe 
565 570 575 

Tyr Ala lie Asp Leu Gly Gin Val Asn Lys Lys Val Val His Glu Arg 
580 585 590 

Val Val Asp Thr Asn Gly Leu Val Tyr Ala Asn Ala Leu Lys Asp lie 
595 600 605 

Ser Tyr Leu Pro Thr Lys Leu Tyr Lys Tyr Leu Pro Leu Phe Asn Asn 
610 615 620 

Cys Leu Thr Asn Leu Ala Gly Thr Glu Asn Thr Pro lie Thr Glu Leu 

625 ' 630 635 640 

Glu Thr Lys lie Gin Met Leu Thr Gly Gly lie Thr Phe Ser Ser Lys 
645 650 655 

lie Ser Thr Asp Pro Tyr Asn lie Glu Gin Leu Lys Leu Gin Tyr Val 
660 665 670 

Leu Ser Gly Met Ala Leu Lys Glu Lys Ser Ser Ser Val Tyr Asp Leu 
675 680 685 

Trp Leu Glu lie Leu Thr Thr Thr Lys Phe Asp Thr Ser Asp Glu Val 
690 695 700 

Leu Glu Lys Leu Ser Val Leu lie Lys Asn Met Gly Gin Asn Gin lie 
705 710 715 720 

Asn Asn lie Ala Asp Arg Gly His Ser Tyr Ala Ala Ala Val Ser Ser 
725 730 735 

Ser Lys Leu Thr Pro Ser Lys Tyr lie Ser Asp lie Val Ser Gly Leu 

740 745 750 

Ser Gin Val Gin Phe Val Met Glu Leu Asn Ser Lys Leu Glu Ser Glu 
755 760 765 

Gly Lys Glu Tyr Leu Ala Lys Glu lie lie Pro lie Leu Gin Glu lie 
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770 775 780 

Gin Lys Tyr Val Leu Gin Gly Glu Plie Arg Tyr Arg Leu Val Gly Asn 
785 790 795 800 

Gin Glu lie lie Val Glu Asn Glu Lys Leu lie Glu Lys Phe Asp Lys 
805 810 815 

Asp lie Ser Ser Asn Arg Pro Thr Leu Ser Leu Thr Val Thr Asp Gly 

820 825 830 

Leu Ser Ala Leu Leu Asn Ser Phe Asn Tyr Asn His Thr Ser Glu Asn 
835 840 845 

Val Leu Val Asn Leu Pro Phe Gin Val Gly Tyr Ser Ser Leu Gly Lys 
850 855 860 

lie Gly Ser Ser Tyr Ser Ser Lys Asp Gly Ala Ser Leu Gin lie Leu 
865 870 875 880 

Ser Gin Leu Tyr Ser Phe Lys Asn Leu His Ser Lys lie Arg Glu Ser 
885 890 895 

Asn Gly Ala Tyr Gly Gly Gly Leu Thr Tyr Asp Gly Leu Asn Gly Thr 
900 905 910 

Leu Asn Phe Tyr Ser Tyr Arg Asp Pro Asn Pro Val Lys Ser lie Gin 
915 920 925 

Thr Phe Arg Asp Ser Leu Ser Tyr Gly Leu Asp Ala Asn Trp Asn Asp 
930 935 940 

Lys Asp Leu Gin Glu Ala Lys Leu Arg Val Phe Gin Ser Val Asp Ala 
945 950 955 960 

Pro He Asn He Ser Ser Gin Gly Ala Ser Ala Phe Phe Glu Asn He 
965 970 975 

Asp Asp Tyr Leu Arg Gin Glu Arg Arg Glu Asn Phe Leu Gly Thr Thr 
980 985 990 

Leu Lys Asp Leu Arg Asp Val Thr Glu Lys Tyr Leu Val Asp Asn Gin 
• 995 1000 1005 

Asn Asn Leu Val Thr Val He Gly Asp Asn Glu He Leu Asn Val Asp 
1010 1015 1020 

Asn Lys Trp Gin He Arg Asn Phe Gin Val 
1025 1030 



<210> 329 
<211> 1366 
<212> DNA 

<213> Candida albicans 
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<400> 329 

ttaagaacta gcagatgtaa aatgttttat 
tagatttttt aatgaatgta ttccctaaat 
aactggtttg agtattggag aatgttataa 
gtcacgtgta agtaattagg gc.ttttaggg 
ttatgggcga tagaaataat gtatgcgcgc 
tatgtctgta acagtgcgac tcacatagtt 
gtcgcacgcc ccctaatcac atagttaatt 
ttctcctaag gaaaaaaaaa atttatttca 
aacaacacca gtaatcaaac atgccattag 
ttttacggta tgtgagtgta ttataagatt 
ggaaagaaat tatccaacta ctgttttggg 
aaaaactttt tcaagagatg gatatggaac 
aaaagcaatg atttactact gtttgggaaa 
tatttacttt ggagtaatat gttttcaata 
tattattatt gaagttcaat accatcaagc 
tcatttaaat attaaagtct tttttttccc 
gaattattat tatagtttgt taaacaccaa 
cttgaccaag atcagaggtg tcggtagaag 
tgttgaatta accaaaagag ctggtgaatt 
cattatgcaa aacccaacca actataaaat 
tcaagttgat ggtaaagatt accatgtttt 
tgatttggaa agattgaaga aaatcagatc 
gaaagttaga ggtcaacata ctaaaactac 



gtcattatat aatttgttaa tacatgtata 60 
agaacagaat tatgatgctg ttacagcaaa 12 0 
actgaaattt gatttacaac caaaacccgt 180 
ctttctatat acaggcacca gaattttttt 240 
gattcttcct gctagaggtt tttctttttg 3 00 
aagtaatttt aaagccagag attgtgtaca 3 60 
ctcaaacttt ctctctttct ctctttgctt 420 
tttgttgaaa atttttgtat agttcagttt 480 
ttgtccaaga acaaggttca ttccaacaca 540 
atttgaatga gatagaaaag ggttaaggaa 600 
aaagattaat cagaaatttg aatgcaatga 660 
aagattcgat tgttatcaac aaatataaag 72 0 
gattttggat atgtgtatca acaatactac 780 
ttatcagaga cttatcaaaa tttatgagtt 840 
ctttttttta accatcactc tattcaacaa 900 
tgtttaaagt attcgattta ctaacattat 960 
cattgatggt agaatcaaga tcatgtacgc 1020 
atatgccaac ttggtttgta aaaaagccga 1080 
gacccaagaa gaattggaaa gaattgtcac 1140 
cccagcttgg ttcttgaaca gacaaaaaga 1200 
agctaacaac ttggaatcta aattgagaga 1260 
tcacagaggt attagacact tctggggatt 1320 
ttctcgtggt cgttaa 1366 



<210> 330 
<211> 145 
<212> PRT 
<213> Candida 



albicans 



<400> 330 
Met Pro Leu Val 
1 

Leu Leu Asn Thr 
20 

Thr Lys lie Arg 
35 

Lys Ala Asp Val 
50 

Glu Leu Glu Arg 

65 

lie Pro Ala Trp 



Asp Tyr His Val 
100 

Leu Glu Arg Leu 

115 

Trp Gly Leu Lys 



Val Gin Glu Gin 
5 

Asn lie Asp Gly 



Gly Val Gly Arg 
40 

Glu Leu Thr Lys 
55 

lie Val Thr lie 
70 

Phe Leu Asn Arg 
85 

Leu Ala Asn Asn 



Lys Lys lie Arg 

120 

Val Arg Gly Gin 



Gly Ser Phe Gin 
10 

Arg lie Lys lie 
25 

Arg Tyr Ala Asn 



Arg Ala Gly Glu 
60 

Met Gin Asn Pro 
75 

Gin Lys Asp Gin 
90 

Leu Glu Ser Lys 
105 

Ser His Arg Gly 



His Thr Lys Thr 



His lie Leu Arg 
15 

Met Tyr Ala Leu 
30 

Leu Val Cys Lys 
45 

Leu Thr Gin Glu 



Thr Asn Tyr Lys 
80 

Val Asp Gly Lys 
95 

Leu Arg Asp Asp 
110 

lie Arg His Phe 

125 

Thr Ser Arg Gly 
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130 



135 



140 



Arg 
14 5 



<210> 331 

<211> 1327 
<212> DNA 

<213> Candida albicans 



<400> 331 

atagttatta 

aaagtttgaa 

taaacgatac 

gccctaatag 

tgtatagtgt 

gtactaacaa 

tactgagagg 

caaaaaattt 

aagatatcaa 

aatgagtacc 

tatatatgat 

aaagagaaat 

gccattgaag 

ttggagttaa 

acgaatccca 

ctacaaatta 

aggtcgttac 

tcacccattc 

gaagatggat 

aaactacaac 

tgtcacttct 

gaaggctttt 

cttttaa 



caatataata 
cgtgctgtaa 
tggtaatacc 
tatatgcagt 
gcgcgcactg 
aattgtattg 
aaactgtgag 
ttttgaaaaa 
gaaactaaaa 
tatatgggta 
atgggagaga 
aatgaacaat 
atttaaatga 
gaaaaaagca 
caacattttt 
catttaaaaa 
gctggtaaaa 
ccacatgcca 
gctaaaaaag 
catttaatgc 
gaagctttag 
gaagaaaaac 



aagcaaataa 
gtaaatcttg 
taattctatt 
cgcatacatt 
taatttttca 
tgttgtgtgt 
ggagagagat 
aaaaaaagag 
atggctaagt 
gacaatgata 
attttgaagg 
tgaaaagaag 
ttaccatcgt 
agtgattgat 
atttattcat 
aagcattata 
aagtagtcat 
ttgttgctgg 
ttaccaaaag 
caactagata 
aagaaccatc 
atcaagctgg 



ataaaagaaa 
tatacgagaa 
tggtgtggtg 
aattggtcat 
cactaagtta 
ggctattggg 
acacacaaac 
acaaccaacc 
tcatcaaatc 
gatttattgg 
attgaaatat 
atacaaatac 
aataaattta 
caatcactat 
atccatcata 
ctaactaaat 
tgtgaaacca 
tattgaaaga 
aactaaagtc 
ctcattagat 
tcaaagagaa 
taagaacaaa 



tgataaagaa 
tattcatctt 
catcacgtgc 
ctcataagta 
aggagagtgc 
cagagcgaaa 
tctgtgcgca 
ttttattgta 
tggtaaagtt 
ccaactatga 
tttatataaa 
tgttaattaa 
ttggaatttg 
ggagccgtca 
tggcagtaac 
tttttagcta 
catgatgaag 
gctccattga 
aagccatttg 
gttgaatcat 
gaagctaaaa 
tggttcttcc 



ccatattaac 
ggaatatttc 

tagggctata 
aattatataa 
gaaaaattta 
atttcacccc 
agaagaaaga 
ttaacatttt 
ggtatgtaaa 
atgggataga 
agagagaagc 
actagaatat 
ggagattctt 
caagacatca 
aatcatgaat 
ttgttgtaag 
gtaccaaatc 
aggttaccaa 
ttaaattagt 
tcaaatctgc 
aagttgtcaa 
aaaaattaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1327 



<210> 332 
<211> 136 
<212> PRT 

<213> Candida albicans 

<400> 332 

Met Ala Lys Phe lie Lys Ser Gly Lys Val Ala lie Val Val Arg Gly 
1 5 10 15 . 

Arg Tyr Ala Gly Lys Lys Val Val lie Val Lys Pro His Asp Glu Gly 
20 25 30 

Thr Lys Ser His Pro Phe Pro His Ala lie Val Ala Gly lie Glu Arg 
35 40 45 



Ala Pro Leu Lys Val Thr Lys Lys Met Asp Ala Lys Lys Val Thr Lys 
50 55 60 



Arg Thr Lys Val Lys Pro Phe Val Lys Leu Val Asn Tyr Asn His Leu 
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65 70 

Met Pro Thr Arg Tyr Ser Leu Asp 
85 

Thr Ser Glu Ala Leu Glu Glu Pro 
100 

Val Val Lys Lys Ala Phe Glu Glu 
115 120 

Trp Phe Phe Gin Lys Leu His Phe 
130 135 



75 80 

Val Glu Ser Phe Lys Ser Ala Val 
90 95 

Ser Gin Arg Glu Glu Ala Lys Lys 
105 110 

Lys His Gin Ala Gly Lys Asn Lys 
125 



<210> 333 
<211> 1157 
<212> DNA 

<213> Candida albicans 



<400> 333 

ttccagtcat 

tccaaaaata 

tcatcttatt 

gatcatgtaa 

cacacacatg 

tgtaccttaa 

catgataatc 

ttggtgagat 

aaccaaatct 

catctttgaa 

taagcaagat 

gacccgggaa 

tagaagctca 

caacagataa 

tgttgaaaca 

tgttggattt 

tacccgatga 

ttgattttga 

cagaacctac 

aaaaaatcgc 



tccgaaatgc 
cttgccatga 
caattctttt 
caaattcact 
tgaaacctaa 
gcgtcaaacg 
tggaactaca 
aaataatgga 
agacaaggag 
tgatgcaatc 
caactcggaa 
gtcggcacta 
aaaggatcag 
cttacaaaat 
aacttatgga 
gattgataaa 
catcagtgag 
aaatgaaatg 
agcagcagat 
aaactag 



ataagcaaga 
cgacccactg 
tcagcatcat 
ttcgtgattc 
accgagttag 
tacttctgca 
agctacgaaa 
gaacactttt 
atgaacagat 
aagggaatcg 
ttatccacat 
aaacaaaaag 
ttagagaatc 
accatggtca 
aaaattaata 
tcaaatgaac 
ctggagttgg 
gcagagagtg 
aaattgccta 



cgttagttgt 
aagtaacaac 
tcgtatcttt 
gaaagcccaa 
tcgtcaagaa 
acctctggca 
aaaaaagaaa 
ttttttctct 
tattcggaac 
atgaaagagt 
accaacaaaa 
caatcaagtt 
aatcttggaa 
caataaatgc 
tcgatgaatt 
tacaggaggc 
atgctgaatt 
ggataggtgc 
catttattga 



attgtggttg 
tgcatttgtt 
aagcacaggg 
aatgtttcgt 
aataattcag 
ttgagtgtaa 
aagaaaaata 
ttggaggttt 
gaaaagcact 

ggggtctttg 

gataagcaga 
actaagacag 
tatgacacaa 
aatgaaaaca 
ggaagatctt 
acttctgacg 
agaagctctt 
acctagttac 
cgaacaacca 



tttagtctaa 
aaggcttttc 
aatagcaatg 

tttaacaacg 
tgttaaagtc 
tttaaatatt 
gtacgagttc 
tagaaggcaa 
gcgcccaaac 
gatgttaaat 
atgagagacg 
aggaagcaga 
gcttccatga 
gccaataaac 
caagatgaaa 
agctatgatg 
ggcgaagaaa 
ttaaatgata 
gaagaagctc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1157 



<210> 334 
<211> 218 
<212> PRT 

<213> Candida albicans 
<400> 334 

Met Asn Arg Leu Phe Gly Thr Lys Ser Thr Ala Pro Lys Pro Ser Leu 
1 5 10 15 

Asn Asp Ala lie Lys Gly lie Asp Glu Arg Val Gly Ser Leu Asp Val 
20 25 30 

Lys Leu Ser Lys lie Asn Ser Glu Leu Ser Thr Tyr Gin Gin Lys lie 



341 



35 



40 45 



Ser Arg Met Arg Asp Gly Pro Gly Lys Ser Ala Leu Lys Gin Lys Ala 
50 55 60 

lie Lys Leu Leu Arg Gin Arg Lys Gin He Glu Ala Gin Lys Asp Gin 
65 70 75 80 

Leu Glu Asn Gin Ser Trp Asn Met Thr Gin Ala Ser Met Thr Thr Asp 
85 90 95 

Asn Leu Gin Asn Thr Met Val Thr He Asn Ala Met Lys Thr Ala Asn 
100 105 110 

Lys Ser Leu Lys Gin Thr Tyr Gly Lys He Asn He Asp Glu Leu Glu 
115 120 125 

Asp Leu Gin Asp Glu Met Leu Asp Leu He Asp Lys Ser Asn Glu Leu 
130 135 140 

Gin Glu Ala Leu Ser Thr Ser Tyr Asp Val Pro Asp Asp He Ser Glu 
145 150 155 160 

Ser Glu Leu Asp Ala Glu Leu Glu Ala Leu Gly Glu Glu He Asp Phe 
165 170 175 

Glu Asn Glu Met Ala Glu Ser Gly He Gly Ala Pro Ser Tyr Leu Asn 
180 185 190 

Asp Thr Glu Pro Thr Ala Ala Asp Lys Leu Pro Thr Phe He Asp Glu 
195 200 205 

Gin Pro Glu Glu Ala Gin Lys He Ala Asn' 
210 215 



<210> 335 
<211> 4550 
<212> DNA 

<213> Candida albicans 
<400> 335 

gaatgagatt ttttttttta ctaagggtgc 
cgatcattaa agaaaaaatt tacagtatac 
ttattttagt ttttggtttc ataaattatt 
tttatatttt tggttttttt ttctttggtt 
tttttgaaaa tttttccttc ttcttcattt 
ttcttcaagt taaaatagtg ttcaatatct 
atcaattcca actttgttta catcaaacag 
tcattcattc gttatttttt tccaagtact 
aaacaaaatt tatatcaata atgccacatt 
tgtcccaatc aaatcataat catccacaga 
taggaagagg tgccaccggt agagtcttat 
ctgccgttaa agtagtttcc aaatccgaat 
atggattacc atatggtata gaaagagaaa 
atgttttgag attatatgat gtatgggaaa 



actactacta gttatttgtt ttgttgttga 60 
acaaaacact ttacttctgc tgtttttttt 12 0 
aaaagaaagc aaataattat tgaaataaat 18 0 
tctttgaatt ttgcaaacca atccaaattt 240 
gttgactttt gaaagtttta ttcatccata 300 
gtccaaccaa gaagaaaacc aataaacaac 360 
aaacaaaaaa cagataattt atagacacct 420 
acacgtcttt atttttaata catttatcat 480 
caagacaacc ttcgatatcg tcatcgatta 54 0 
agatcggacc ttggaaatta ggtaaaactt 600 
tagctactca tcaaactact ggtcaaaaag 660 
tacaagacga agaaaccgag aaaaatggag 720 
ttattataat gaaattatta actcatccta 780 
catctaaggc tctttatctt gttctagaat 840 
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acgttgaagg tggagaatta tttgatttat tggtggaacg tggtccatta cctgaagtcg 900 
aggctatcaa gtatttccgt caaatcatat tgggtacggc ttattgtcat gctcttggta 960 
tatgtcacag agatttaaaa ccagagaatt tgttactaga ttctcaattg aatgtaaaat 1020 
tagccgattt tggaatggca gctttagaaa gtaacggcaa attattagag acttcttgtg 1080 
gttcacctca ttatgctgct ccagaaatcg ttagtggatt gaaatatcat ggagctgctt 1140 
ctgatgtttg gtcttgtggg gttatattat ttgccttgtt gacaggtaga ttaccctttg 1200 
atgatgaaaa tattagaaat ttacttctta aagtccaggc tggtaacttt gaaatgcccg 1260 
fctgatgaagt tagcagagaa gctagagatt taattgctag aatgttagag gttgatccta 13 20 
tgagaagaat atctactgaa aaaatcttaa gacacccatt gttaaccaaa tacccaatgt 1380 
caaacgaaga tttaatcagt gaaaaatcat taccacatcc acatactggt tacaaatctt 1440 
tagggtcagt tagaaacatt gataaacaga ttttatcaaa cttgacaatt ttatggaatg 1500 
atagacccga agaggaaatt gttgattgtc ttttgaaaga tggatccaat ccagaaaaaa 1560 
cattctatgc attattgatg agatacaagc ataatcaaga cgataacact aataacaatt 162 0 
caccaaagaa atcaacgagt ttcaataata aagtggtacg cagtgggtcc aaatacagtc 1680 
ttaatggaac ccctagaaga aaaagagcca gtcacataag tgtgtcaaga ccaacatctt 174 0 
tccaatacaa gtctaatcct ggcgctggtg caacagcaaa tagaaactcc gttgccagac 1800 
attctgtggc ttcctcggcc aacaattctc ctcgtaaatc accatacaag tcaccataca 1860 
gatcacctta tagatcacca tataaatcgc cttctaagag atattcatat aatcaatccc 192 0 
caactaaatc tccttacgga agaagatcaa attcacaaag acaatttgaa aatgaaccat 1980 
taaaggcaaa gccaagaaat atttacaatg agattgttga tgcacaaagc aacttttctc 2 04 0 
tacctccatc gcttccacct tccttacctt caaaagattc tcgttatatg atcgatgaac 2100 
ccaatcaacc ccagttgcaa caacctgctt taagtcaagt ccctgaaaat cctattgttg 2160 
atgaatcccc tgatttaatg cagtcagcaa aaatttctag tggaaagaga aattcaataa 222 0 
taggaaagaa caacaacaac agcaacagca acaagagaat gtctaagaga aaatcaattc 2280 
gtgcatctat gaccacggga ttgaaaagaa attccataac catgaaattg ttatctactt 2340 
atgctaaatt atcaggtgat gacgactggg aatacatgga taaacaaaca aaaagaacat 24 00 
cggctacttt tgcagcattg tgtgacaaaa tatttaatca agaagactat gacgaagaag 2460 
acgaacaatt agttgatcct gaagaaaagg aagccaagga atatgaaagg ttaatggaat 2 52 0 
tggaaagaaa gaaacatgaa gctgagttga aagctagaag agaattagaa aagaagaaaa 2 5 80 
gaagacaaaa gagacgttcc attttgagtt ctaagaaatt aagtattatt gtcaagaatg 2640 
atgctgatcc aaataatagt gaacaagagt tggtcgatga aggtataaaa caaccaaaac 2700 
gtca;atccaa aaacttgacc gctttaagag cattatctga aggaaatcat gcatctgaag 2760 
aattgacatt ggaagacgtt gagaatttga agagacgatc agcatcacag ccggttccaa 2 82 0 
aaagaagaca aactccggtt ttgacaagaa gacctgtatc aagattagat ccattatggc 2 880 
aagcacacga gaatgaacag ttagatagag caaaagatgc cttggaacaa gaatggaggg 2 94 0 
attcacaaaa gagaagttct actgttagtc gtaaaaaagt caacagagag tcgatgatat 3 000 
cagttatgga tgatattgtt gaagaggacc aaggccgtgt caacaggaga tcaacacgaa 3 060 
acacttacta tgaaagggaa agagactatg aattaccaga accaactgtg gaagattcca 3120 
acttgactga tgactacatg acagaaatca gaaaatcaag acttttgaac agtcagttaa 3180 
atgttaggga tccacttaat gaaaaaagaa aatctgaacc caagactctt attagcaatg 3240 
ttcaaatacc gagtgttact agaaaatcaa gaaatttcac tacttccaac aaaaggttgt 3 3 00 
cggtattgtc tatgtattca acaaaggaat cataccgtga tttgaattct ataattaact 3 3 60 
caccagatga aaaccccgaa cagcatcaaa acatgaacaa gccagcgtta cgaa:ccagta 3420 
ttgctgatcg tttggataaa gctggattgg ctgaaccaga atatgaaact gagactgatg 3480 
gtgaagataa agtgtctgtt attgatttgg atgatcattt agctgataga aggacttcct 3540 
attatgatgg atctggaaag agagcatcta gagcttcaac aactaaacgt tacaatgttc 3600 
attccagttc agaaaaaaga ccaaaatcca aagttcctga tttgccaaag aatgattatg 3660 
atgacacatt tgtcagtaat agtgatgaag ttcataagcg tcagtataaa tcgatggttt 372 0 
ctgatgagtc tagtgcatct gatgatgtat ttgataagat taaattacca gatggtaaat 3 780 
caactaaatc ttccattgat gaattggcta acggcacgtc tacaagtggt catagaaaac 3 84 0 
caaagataag acattctcaa ccgggcccag aaatgttgat tcctcatttg aatggaggta 3 900 
ttgagtcgtc tcaaccaatg tctaaagttc gtggtaacaa ttcaagtggt catgatgata 3 960 
gtgttccacc accaccgcca gctcacaagg tgaataaaaa accattggat gataagacga 4020 
atttccctcc accagaagtg gatccaaaaa gaaaaggttc attttttaga aaactttctt 4080 
ggggatccaa aaaaaccatt gaaaataata caaacgccgc cactaatacc acgactcaac 4140 
aacaattacc aagtcctgct gaatcaaaag aggagaaacc aaaaagttca tttttcagat 42 00 
ggttttcgtc atctaatact ccatctgctg ctgaaattag aaaattcaac accattttac 4260 
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ctaaacatga aatgtctact gctttatttg ctttattgaa ttcttggtct aattttggtt 4320 

tgaaagattt acggaatgat caagttggat attatattac tggtgctatt tctaaacata 4380 

attcttttaa tttaaagagt tgtaaattta gaattaagat taatcaaaga gattttaatc 4440 

aaaaatcaga aattgtttgt gttagagtga aaggatctaa agttacaact gatactttat 4500 

tttgtgaaat tgaaaaggtc ttactcaaag aaggtggttt agataaataa 4550 



<210> 336 
<211> 1349 
<212> PRT 

<213> Candida albicans 
<400> 336 

Met Pro His Ser Arg Gin Pro Ser lie Ser Ser Ser lie Met Ser Gin 
15 10 15 

Ser Asn His Asn His Pro Gin Lys lie Gly Pro Trp Lys Leu Gly Lys 
20 25 30 

Thr Leu Gly Arg Gly Ala Thr Gly Arg Val Leu Leu Ala Thr His Gin 
35 40 45 

Thr Thr Gly Gin Lys Ala Ala Val Lys Val Val Ser Lys Ser Glu Leu 
50 55 60 

Gin Asp Glu Glu Thr Glu Lys Asn Gly Asp Gly Leu Pro Tyr Gly lie 
65 70 75 80 

Glu Arg Glu lie lie lie Met Lys Leu Leu Thr His Pro Asn Val Leu 
85 90 95 

Arg Leu Tyr Asp Val Trp Glu Thr Ser Lys Ala Leu Tyr Leu Val Leu 
100 105 110 

Glu Tyr Val Glu Gly Gly Glu Leu Phe Asp Leu Leu Val Glu Arg Gly 
115 120 125 

Pro Leu Pro Glu Val Glu Ala He Lys Tyr Phe Arg Gin He He Leu 
130 135 140 

Gly Thr Ala Tyr Cys His Ala Leu Gly He Cys His Arg Asp Leu Lys 
145 150 155 160 

Pro Glu Asn Leu Leu Leu Asp Ser Gin Leii Asn Val Lys Leu Ala Asp 
165 170 175 

Phe Gly Met Ala. Ala Leu Glu Ser Asn Gly Lys Leu Leu Glu Thr Ser 
180 185 190 

Cys Gly Ser Pro His Tyr Ala Ala Pro Glu He Val Ser Gly Leu Lys 
195 200 205 

Tyr His Gly Ala Ala Ser Asp Val Trp Ser Cys Gly Val lie Leu Phe 
210 215 220 

Ala Leu Leu Thr Gly Arg Leu Pro Phe Asp Asp Glu Asn He Arg Asn 
225 230 235 240 
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Leu Leu Leu Lys Val 
245 

Val Ser Arg Glu Ala 
260 

Pro Met Arg Arg lie 
275 

Thr Lys Tyr Pro Met 
290 

Pro His Pro His Thr 
305 

Asp Lys Gin lie Leu 
325 

Glu Glu Glu lie Val 
340 

Lys Thr Phe Tyr Ala 
355 

Asn Thr Asn Asn Asn 
370 

Val Val Arg Ser Gly 
385 

Lys Arg Ala Ser His 
405 

Lys Ser Asn Pro Gly 
420 

Arg His Ser Val Ala 

435 

Tyr Lys Ser Pro Tyr 
450 

Ser Lys Arg Tyr Ser 
465 

Arg Arg Ser Asn Ser 
485 

Lys Pro Arg Asn lie 
500 

Ser Leu Pro Pro Ser 
515 

Tyr Met lie Asp Glu 
530 



Gin Ala Gly Asn Phe Glu 
250 

Arg Asp Leu lie Ala Arg 

265 

Ser Thr Glu Lys lie Leu 
280 

Ser Asn Glu Asp Leu lie 
295 

Gly Tyr Lys Ser Leu Gly 
310 315 

Ser Asn Leu Thr lie Leu 
330 

Asp Cys Leu Leu Lys Asp 
345 

Leu Leu Met Arg Tyr Lys 
360 

Ser Pro Lys Lys Ser Thr 

375 

Ser Lys Tyr Ser Leu Asn 
390 395 

lie Ser Val Ser Arg Pro 
410 

Ala Gly Ala Thr Ala Asn 
425 

Ser Ser Ala Asn Asn Ser 
440 

Arg Ser Pro Tyr Arg Ser 
455 

Tyr Asn Gin Ser Pro Thr 
470 475 

Gin Arg Gin Phe Glu Asn 

490 

Tyr Asn Glu lie Val Asp 
505 

Leu Pro Pro Ser Leu Pro 
520 

Pro Asn Gin Pro Gin Leu 
535 



Met Pro Val Asp Glu 

255 

Met Leu Glu Val Asp 
270 

Arg His Pro Leu Leu 
285 

Ser Glu Lys Ser Leu 
300 

Ser Val Arg Asn lie 
320 

Trp Asn Asp Arg Pro 
335 

Gly Ser Asn Pro Glu 
350 

His Asn Gin Asp Asp 
365 

Ser Phe Asn Asn Lys 
380 

Gly Thr Pro Arg Arg 
400 

Thr Ser Phe Gin Tyr 
415 

Arg Asn Ser Val Ala 
430 

Pro Arg Lys Ser Pro 
445 

Pro Tyr Lys Ser Pro 
460 

Lys Ser Pro Tyr Gly 
480 

Glu Pro Leu Lys Ala 

495 

Ala Gin Ser Asn Phe 
510 

Ser Lys Asp Ser Arg 
525 

Gin Gin Pro Ala Leu 
540 
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Ser Gin Val Pro Glu Asn Pro lie Val Asp Glu Ser Pro Asp Leu Met 
545 550 555 560 

Gin Ser Ala Lys lie Ser Ser Gly Lys Arg Asn Ser lie lie Gly Lys 
565 570 575 

Asn Asn Asn Asn Ser Asn Ser Asn Lys Arg Met Ser Lys Arg Lys Ser 
580 585 590 

lie Arg Ala Ser Met Thr Thr Gly Leu Lys Arg Asn Ser lie Thr Met 
595 600 605 

Lys Leu Leu Ser Thr Tyr Ala Lys Leu Ser Gly Asp Asp Asp Trp Glu 
610 615 620 

Tyr Met Asp Lys Gin Thr Lys Arg Thr Ser Ala Thr Phe Ala Ala Leu 
625 630 635 640 

Cys Asp Lys lie Phe Asn Gin Glu Asp Tyr Asp Glu Glu Asp Glu Gin 
645 650 655 

Leu Val Asp Pro Glu Glu Lys Glu Ala Lys Glu Tyr Glu Arg Leu Met 

660 665 670 

Glu Leu Glu Arg Lys Lys His Glu Ala Glu Leu Lys Ala Arg Arg Glu 
675 680 685 

Leu Glu Lys Lys Lys Arg Arg Gin Lys Arg Arg Ser lie Leu Ser Ser 
690 695 700 

Lys Lys Leu Ser lie lie Val Lys Asn Asp Ala Asp Pro Asn Asn Ser 
705 710 715 720 

Glu Gin Glu Leu Val Asp Glu Gly lie Lys Gin Pro Lys Arg Gin Ser 
725 730 735 

Lys Asn Leu Thr Ala Leu Arg Ala Leu Ser Glu Gly Asn His Ala Ser 
740 745 750 

Glu Glu Leu Thr Leu Glu Asp Val Glu Asn Leu Lys Arg Arg Ser Ala 
755 760 765 

Ser Gin Pro Val Pro Lys Arg Arg Gin Thr Pro Val Leu Thr Arg Arg 

770 775 780 

Pro Val Ser Arg Leu Asp Pro Leu Trp Gin Ala His Glu Asn Glu Gin 
785 790 795 800 

Leu Asp Arg Ala Lys Asp Ala Leu Glu Gin Glu Trp Arg Asp Ser Gin 
805 810 815 

Lys Arg Ser Ser Thr Val Ser Arg Lys Lys Val Asn Arg Glu Ser Met 
820 825 830 - 



lie Ser Val Met Asp Asp He Val Glu Glu Asp Gin Gly Arg Val Asn 
835 840 845 
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Arg Arg Ser Thr Arg Asn Thr Tyr Tyr Glu Arg Glu Arg Asp Tyr Glu 

850 855 860 

Leu Pro Glu Pro Thr Val Glu Asp Ser Asn Leu Thr Asp Asp Tyr Met 
865 870 875 880 

Thr Glu lie Arg Lys Ser Arg Leu Leu Asn Ser Gin Leu Asn Val Arg 
885 890 895 

Asp Pro Leu Asn Glu Lys Airg Lys Ser Glu Pro Lys Thr Leu lie Ser 
900 905 910 

Asn Val Gin lie Pro Ser Val Thr Arg Lys Ser Arg Asn Phe Thr Thr 
915 920 925 

Ser Asn Lys Arg Leu Ser Val Leu Ser Met Tyr Ser Thr Lys Glu Ser 
930 935 940 

Tyr Arg Asp Leu Asn Ser lie lie Asn Ser Pro Asp Glu Asn Pro Glu 
945 950 955 960 

Gin His Gin. Asn Met Asn Lys Pro Ala Leu Arg Thr Ser lie Ala Asp 
965 970 975 

Arg Leu Asp Lys Ala Gly Leu Ala Glu Pro Glu Tyr Glu Thr Glu Thr 
980 985 990 

Asp Gly Glu Asp Lys Val Ser Val lie Asp Leu Asp Asp His Leu Ala 
995 1000 1005 

Asp Arg Arg Thr Ser Tyr Tyr Asp Gly Ser Gly Lys Arg Ala Ser Arg 
1010 1015 1020 

Ala Ser Thr Thr Lys Arg Tyr Asn Val His Ser Ser Ser Glu Lys Arg 
1025 1030 1035 , 1040 

Pro Lys Ser Lys Val Pro Asp Leu Pro Lys Asn Asp Tyr Asp Asp Thr 
1045 1050 1055 

Phe Val Ser Asn Ser Asp Glu Val His Lys Arg. Gin Tyr Lys Ser Met 
1060 1065 1070 

Val Ser Asp Glu Ser Ser Ala Ser Asp Asp Val Phe Asp Lys lie Lys 
1075 1080 1085 

Leu Pro Asp Gly Lys Ser Thr Lys Ser Ser lie Asp Glu Leu Ala Asn 
1090 1095 1100 

Gly Thr Ser Thr Ser Gly His Arg Lys Pro Lys lie Arg His Ser Gin 
1105 1110 1115 1120 

Pro Gly Pro Glu Met Leu lie Pro His Leu Asn Gly Gly lie Glu Ser 
1125 1130 1135 



Ser Gin Pro Met Ser Lys Val Arg Gly Asn Asn Ser Ser Gly His Asp 
1140 1145 1150 
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Asp Ser Val Pro Pro Pro Pro Pro Ala His Lys Val Asn Lys Lys Pro 
1155 - 1160 1165 

Leu Asp Asp Lys Thr Asn Phe Pro Pro Pro Glu Val Asp Pro Lys Arg 
1170 1175 1180 

Lys Gly Ser Phe Phe Arg Lys Leu Ser Trp Gly Ser Lys Lys Thr lie 
1185 1190 1195 1200 

Glu Asn Asn Thr Asn Ala Ala Thr Asn Thr Thr Thr Gin Gin Gin Leu 
1205 1210 1215 

Pro Ser Pro Ala Glu Ser Lys Glu Glu Lys Pro Lys Ser Ser Phe Phe 
1220 1225 1230 

Arg Trp Phe Ser Ser Ser Asn Thr Pro Ser Ala Ala Glu lie Arg Lys 
1235 1240 1245 

Phe Asn Thr lie Leu Pro Lys His Glu Met Ser Thr Ala Leu Phe Ala 
1250 1255 1260 

Leu Leu Asn Ser Trp Ser Asn Phe Gly Leu Lys Asp Leu Arg Asn Asp 
1265 1270 1275 1280 

Gin Val Gly Tyr Tyr lie Thr Gly Ala lie Ser Lys His Asn Ser Phe 
1285 1290 1295 

Asn Leu Lys Ser Cys Lys Phe Arg He Lys He Asn Gin Arg Asp Phe 
1300 1305 1310 

Asn Gin Lys Ser Glu He Val Cys Val Arg Val Lys Gly Ser Lys Val 
1315 1320 1325 

Thr Thr Asp Thr Leu Phe Cys Glu He Glu Lys Val Leu Leu Lys Glu 
1330 1335 1340 

Gly Gly Leu Asp Lys 
1345 



<210> 337 
<211> 1121 
<212> DNA 

<213> Candida albicans 
<400> 337 

acaatactag gcactgttga gtgagtgagc 
ataaaaaaaa ttttcataat ttagaagttt 
tacaagagtg tatgtaaaga caacatgtac 
gggatcacaa taaatgtgtt aatatgaatg 
agaatagatt caacaagttc agaatggtat 
caactatcat tatgactact acgacaacaa 
agttgggaaa ctaataccaa ggaaatatca 
tttactcata ttatttgttt tagttggaaa 
caacattgtt ataggtaaaa atgggtattt 



attttttctg tttctcactc agttaacaaa 60 
catttacagt cttttttcaa ttaacagtga 120 
tagcaactat aatatgattt accaatgatt 180 
agagaaggat agtgaataag agattacgaa 24 0 
acaactaaaa tggaattatt ttcaaatatg 3 00 
ttttaatcga gagaagatca ttagatcaag 360 
ttaagaatta atagctttgc aaaaattggt 420 
gcgattacat catggaacaa agtttactaa 4 80 
ctagagattc acgtcacaaa agatccgcca 540 
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ctggtgccaa aagagcccaa ttcagaaaga agagaaagtt tgaattaggt agacaaccag 600 
ccaacaccaa gattggtcca aaaagaattc actctgtcag aaccagaggt ggtaaccaaa 660 
aattcagagc tttgagagtt gaaaccggta acttctcttg gggttccgaa ggtgtttcca 720 
gaaaaaccag aattgctggt gtcgtttacc atccatctaa taacgaattg gttagaacca 7 80 
acaccttgac caaatctgct gttgttcaaa ttgatgctac tccattcaga caatggtacg 84 0 
aaaaccacta cggtgctact ttaggtaaaa agaagggtgg tgctcatgct gctcacgctg 900 
ctgaagttgc cgatgccaag agatcaagaa aagtcgaaag aaaattggct gctagatctg 960 
gtgctgctgc cattgaatcc gctgttgact ctcaattcgg ttctggtaga ttatacgctg 1020 
tcatttcttc aagaccaggt caatctggta gatgtgatgg ttacatcttg gaaggtgaag 1080 
aattagcctt ctacttgaga agattaactg ctaagaaata a 1121 



<210> 338 
<211> 206 
<212> PRT 

<213> Candida albicans 

<400> 338 

Met Gly lie Ser Arg Asp Ser Arg His Lys Arg Ser Ala Thr Gly Ala 
15 10 15 

Lys Arg Ala Gin Phe Arg Lys Lys Arg Lys Phe Glu Leu Gly Arg Gin 
20 25 30 

Pro Ala Asn Thr Lys lie Gly Pro Lys Arg He His Ser Val Arg Thr 
35 40 45 

Arg Gly Gly Asn Gin Lys Phe Arg Ala Leu Arg Val Glu Thr Gly Asn 
50 55 60 

Phe Ser Trp Gly Ser Glu Gly Val Ser Arg Lys Thr Arg He Ala Gly 
65 70 75 80 

Val Val Tyr His Pro Ser Asn Asn Glu Leu Val Arg Thr Asn Thr Leu 
85 90 95 

Thr Lys Ser Ala Val Val Gin He Asp Ala Thr Pro Phe Arg Gin Trp 
100 105 110 

Tyr Glu Asn His Tyr Gly Ala Thr Leu Gly Lys Lys Lys Gly Gly Ala 
>^ 115 120 125 

His Ala Ala His Ala Ala Glu Val Ala Asp Ala Lys Arg Ser Arg Lys 
130 135 140 

Val Glu Arg Lys Leu Ala Ala Arg Ser Gly Ala Ala Ala He Glu Ser 
145 150 155 160 

Ala Val Asp Ser Gin Phe Gly Ser Gly Arg Leu Tyr Ala Val He Ser 
165 170 175 

Ser Arg Pro Gly Gin Ser Gly Arg Cys Asp Gly Tyr He Leu Glu Gly 
180 185 190 

Glu Glu Leu Ala Phe Tyr Leu Arg Arg Leu Thr Ala Lys Lys 
195 200 205 
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<210> 339 
<211> 819 
<212> DNA 

<213> Candida albicans 



<400> 339 

ttctcctgtg 

tttgtgtact 

agcattcgtc 

tgctatcgat 

atctcatctt 

cttgttccca 

gtatatcttc 

aatttctcta 

cccatagaaa 

gaagctataa 

agtacccttg 

actgttgcag 

tccgaacaag 

ttgccaaaac 



aaaagtttcg 
acagacaaat 
caaattgaga 
aacgaaggtg 
ccgtttcgag 
gcaccacagc 
gaggaatggc 
gtagaggtaa 
actgcaaaat 
cccccgaatc 
acaaagctgt 
acagcgtgca 
cagagggcga 
tgaaattgga 



agatgtaacg 
tcagaagttt 
ccctcaatta 
aaggcagttt 
aaatcgttga 
aatatagcaa 
aacctttgcc 
attctttgaa 
gtctgacgcc 
cgaaaagtct 
tggctcaaat 
acaaggttcc 
acaaagaccc 
aaggctgctg 



tttcgcagta 
caactgctgc 
cattttgtca 
agcttggaga 
tttaccgtgc 
tcataaataa 
cccctctcga 
tcttgttttt 
ggaagaaaaa 
accttggaaa 
gttccagata 
gataatgcta 
ttgctgaaac 
aatacgtga 



atagagagcc 
atatcgcctt 
aaaaaattgg 
catttagaga 
agcgcttata 
attgccccgc 
aaaacaatat 
tttcgacata 
acatttctac 
agggcaagga 
accaaaaatc 
aagctgattt 
agctcaagaa 



agaatccatt 
aaatgactgt 
tccctagtgt 
acttagttac 
ttgattgcta 
ggttgacagt 
aaatagagtc 
caccataaat 
taaaatcaac 
acaagtcacc 
tttcactcaa 
gaagaaacaa 
tatgtcgagg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

819 



<210> 340 
<211> 106 
<212> PRT 

<213> Candida albicans 
<400> 340 

Met Ser Asp Ala Gly Arg Lys Asn lie Ser Thr Lys lie Asn Glu Ala 
15 10 15 

lie Thr Pro Glu Ser Glu Lys Ser Thr Leu Glu Lys Gly Lys Glu Gin 
20 25 30 

Val Thr Ser Thr Leu Asp Lys Ala Val Gly Ser Asn Val Pro Asp Asn 
35 40 45 

Gin Lys Ser Phe Thr Gin Thr Val Ala Asp Ser Val Gin Gin Gly Ser 
50 55 60 

Asp Asn Ala Lys Ala Asp Leu Lys Lys Gin Ser Glu Gin Ala Glu Gly 
65 70 75 80 

Glu Gin Arg Pro Leu Ser Lys Gin Leu Lys Asn Met Ser Arg Leu Pro 
85 90 95 



Lys Ser Lys Leu Glu Arg Ser Ser Asn Thr 
100 105 



<210> 341 
<211> 884 
<212> DMA 

<213> Candida albicans 



±00130101 i'Qi .:l22l&i1Qi 



350 



<400> 341 

ccttctcctg tgaaaagttt cgagatgtaa cgtttcgcag taatagagag ccagaatcca 60 
tttttgtgta ctacagacaa attcagaagt ttcaactgct gcatatcgcc ttaaatgact 120 
gtagcattcg tccaaattga gaccctcaat tacattttgt caaaaaaatt ggtccctagt 180 
gttgctatcg ataacgaagg tgaaggcagt ttagcttgga ggcatttaga gaacttagtt 24 0 
acatctcatc ttccgtttcg agaaatcgtt gatttaccgt gcagcgctta tattgattgc 300 
tacttgttcc cagcaccaca gcaatatagc aatcataaat aaattgcccc gcggttgaca 360 
gtgtatatct tcgaggaatg gcaacctttg cccccctctc gaaaaacaat ataaatagag 420 
tcaatttctc tagtagaggt aaattctttg aatcttgttt tttttcgaca aacaccataa 480 
atcccataga aaactgcaaa atgtctgacg ccggaagaaa aaacatttct actaaaatca 540 
acgaagctat aacccccgaa tccgaaaagt ctaccttgga aaagggcaag gaacaagtca 600 
ccagtaccct tgacaaagct gttggctcaa atgttccaga taaccaaaaa tctttcactc 660 
aaactgttgc agacaacgtg caacaaggtt ccgataatgc taaagctgat ttgaagaaac 72 0 
aatccgaaca agcagagggc gaagcaaaga cccttgctga aacagctcaa gaatatgtcg 780 
aggttgccaa aactgaaatt ggaaaggctg ctgaatacgt gagtggagtt gtcaccggtg 84 0 
ctaccgaagg tgccaaaacc ggcgctgata gtactaaaaa atag 8 84 



<210> 342 

<211> 127 
<212> PRT 

<213> Candida albicans 
<400> 342 

Met Ser Asp Ala Gly Arg Lys Asn lie Ser Thr Lys lie Asn Glu Ala 



1 



5 10 15 



lie Thr Pro Glu Ser Glu Lys Ser Thr Leu Glu Lys Gly Lys Glu Gin 
20 25 30 

Val Thr Ser Thr Leu Asp Lys Ala Val Gly Ser Asn Val Pro Asp Asn 
35 40 .45 

Gin Lys Ser Phe Thr Gin Thr Val Ala Asp Asn Val Gin Gin Gly Ser 
50 55 60 

Asp Asn Ala Lys Ala Asp Leu Lys Lys Gin Ser Glu Gin Ala Glu Gly 
65 70 75 80 

Glu Ala Lys Thr Leu Ala Glu Thr Ala Gin Glu Tyr Val Glu Val Ala 
85 90 95 

Lys Thr Glu lie Gly Lys Ala Ala Glu Tyr Val Ser Gly Val Val Thr 
100 105 110 

Gly Ala Thr Glu Gly Ala Lys Thr Gly Ala Asp Ser Thr Lys Lys 
115 120 125 



<210> 343 
<211> 1244 
<212> DNA 

<213> Candida albicans 



<400> 343 



351 



gaagggcacc ataatgaaat cgactcactt 
tgttattagt gccaggatga ttaggatcat 
cggttgtaaa cgtatctgtt tcacttatca 
ctatggttat atattggtaa acaaagaaac 
aaattgtcaa taaaagaaac aaagaatgaa 
tgaaagtgag tgcgacataa tgtagaaaaa 
tagttgttgt agtgtaggag gaagaaaaca 
ccactacaaa tattcaacaa gtttcatata 
ttccacacaa ttcataaaca atgtccaatt 
tttctcctga aggtagatta taccaagtag 
atatcaccag tttaggaatc acaggtcaag 
tcccagataa gttattagat cctaaaaccg 
taggaatggt tgccactgga tcaattgctg 
ctgaagctac agaatttaga tataaatatg 
gaagaatggc gaatatatct caattgtata 
ttgctttaac ttttattcaa gttgattttg 
aatgtgatcc tgctggatat ttcactgggg 
aagaagcaac gacttattta gagaaaaaat 
ggcaaaaaac tgttgaattt gcaataattg 
gaaaaaatga tattgaaatt ggtgttgcca 
aagaaataga cgaaagattg atttcaatag 



caggattata atggtatgaa acattgtact 60 
atattggggt gttttctcga gtcttggtat 120 
gtatcgtcat ttatattaac tacttttctc 180 
aaaacaacaa aaaagaagta gtagttttga 240 
agaatgattg aatgaaagaa aaaaaaaata 300 
tgtcgaatgt cttgaacttt acccattgag 360 
acagaaagaa agagagaaag aaaaatttcg 42 0 
gtaatataat cccaattgat cattacttta 4 80 
cagcaggttt tgatagacat atcactattt 540 
aatatgcttt taaagctatc aattcagcaa 600 
attctgccgt tattatatca caaaagaaga 660 
tgtcatatat ttttaaaatc actcctagta 72 0 
atgctagagc tcaagccatg agagcaagat 7 80 
gttacgaaat gccggtggaa agtttatcaa 84 0 
ctcaaagagc ttatatgaga ccattgggtg 900 
ctgatgaagg tagaggtcca caaattttta 960 
tgaaagccgt ggccactggt ccaaaacaac 1020 
tcaaaaaaac cgatgctgtt aaaggagatt 1080 
ccttgagttc tgtgattgga actgaattca 1140 
ctgaaggaga atttagaatt ttgacaccag 12 0 0 
ctgaacaaga ttag 1244 



<210> 344 
<211> 247 
<212> PRT 

<213> Candida albicans 
<400> 344 

Met Ser Asn Ser Ala Gly Phe Asp Arg His He Thr He Phe Ser Pro 
15 10 15 

Glu Gly Arg Leu Tyr Gin Val Glu Tyr Ala Phe Lys Ala He Asn Ser 
20 25 30 

Ala Asn He Thr Ser Leu Gly He Thr Gly Gin Asp Ser Ala Val He 
35 40 45 

He Ser Gin Lys Lys He Pro Asp Lys Leu Leu Asp Pro Lys Thr Val 
50 55 60 

Ser Tyr He Phe Lys He Thr Pro Ser He Gly Met Val Ala Thr Gly 
65 70 75 80 

Ser He Ala Asp Ala Arg Ala Gin Ala Met Arg Ala Arg Ser Glu Ala 
85 90 95 

Thr Glu Phe Arg Tyr Lys Tyr Gly Tyr Glu Met Pro Val Glu Ser Leu 
100 105 HO 

Ser Arg Arg Met Ala Asn He Ser Gin Leu Tyr Thr Gin Arg Ala Tyr 
115 120 125 

Met Arg Pro Leu Gly Val Ala Leu Thr Phe He Gin Val Asp Phe Ala 
130 135 140 

Asp Glu Gly Arg Gly Pro Gin He Phe Lys Cys Asp Pro Ala Gly Tyr 



352 



145 

Phe Thr Gly Val 



Thr Thr Tyr Leu 
180 

Asp Trp Gin Lys 

195 

lie Gly Thr Glu 
210 

Glu Gly Glu Phe 
225 



150 

Lys Ala Val Ala 
165 

Glu Lys Lys Phe 



Thr Val Glu Phe 

200 

Phe Arg Lys Asn 
215 

Arg lie Leu Thr 
230 



155 

Thr Gly Pro Lys 
170 

Lys Lys Thr Asp 
185 

Ala lie lie Ala 



Asp lie Glu lie 
220 

Pro Glu Glu lie 
235 



160 

Gin Gin Glu Ala 
175 

Ala Val Lys Gly 
190 

Leu Ser Ser Val 
205 

Gly Val Ala Thr 



Asp Glu Arg Leu 
240 



lie Ser lie Ala Glu Gin Asp 
245 



<210> 345 
<211> 968 
<212> DNA 

<213> Candida albicans 



<400> 345 

cattgtaggt acacctgttt ttgctcaatg tacacacaca cgcaccagca gtaggaaaaa 60 
aaacaaaatt aaatgaaaaa tcattttcgt tcaatattaa gcttcttaag ataaccaacc 120 
aattaatatg tatgtgacat accatataaa taaagctaca aatggggata actatgtatt 180 
taatgataaa tgaatggaag accagaatgt ataatgttat aagatagtga tttatattga 240 
aaacaccctt aaaaaaatca accacccatc taaccgtcga attggaaatg tcaatttagt 300 
tagcatcgaa aatcaacaaa gacatgggga atcatttaca tataaaataa tgagagagaa 360 
ttacaaactg ctacgttatg ttttgttcat tatgtcttgt tcattatgtc ttgttcatta 420 
tgtcaaaaaa tctatagtta cctacctcta catcaattta tggtctgaaa tactaacatt 480 
ttttttattt atagtgaaaa atgaagattg aagttgactc cttttcaggt tctaaaatct 540 
acccaggtag aggtacttta tttgtcagag gtgactctaa aatttttaga ttccaatcct 600 
caaaatctgc ttctttattc caacaaagaa agaacccaag aagaatttct tggactgttt 660 
tgtacagaag acaccacaaa aaaggtattt ctgaagaagc tgctaaaaag agaaccagaa 72 0 
agaccgtcaa gcaccaaaga gctattgtcg gtgcttcttt ggaattgatc aaagaaagaa 780 
gaagtcaaaa accatctgac agaaaagctg ctagagactc taaattagct aaagacaaag 840 
aagctaaaaa agctgctaaa gctgccagaa aagctgaaaa ggctaaggct gttgcttctg 90 0 
gtgcttctgt tgtttctaaa caacaagcta aaggttcttt ccaaaaagtt aaagctacct 960 
cccgttaa 



<210> 346 
<211> 155 
<212> PRT 

<213> Candida albicans 
<400> 346 

Met Lys lie Glu Val Asp Ser Phe Ser Gly Ser Lys lie Tyr Pro Gly 
15 10 15 



Arg Gly Thr Leu Phe Val Arg Gly Asp Ser Lys lie Phe Arg Phe Gin 



353 



20 25 30 

Ser Ser Lys Ser Ala Ser Leu Phe Gin Gin Arg Lys Asn Pro Arg Arg 
35 40 45 

He Ser Trp Thr Val Leu Tyr Arg Arg His His Lys Lys Gly He Ser 
50 55 60 

Glu Glu Ala Ala Lys Lys Arg Thr Arg Lys Thr Val Lys His Gin Arg 
65 70 75 80 

Ala He Val Gly Ala Ser Leu Glu Leu He Lys Glu Arg Arg Ser Gin 
85 90 55 

Lys Pro Ser Asp Arg Lys Ala Ala Arg Asp Ser Lys Leu Ala Lys Asp 
100 105 110 

Lys Glu Ala Lys Lys Ala Ala Lys Ala Ala Arg Lys Ala Glu Lys Ala 
115 120 125 

Lys Ala val Ala Ser Gly Ala Ser Val Val Ser Lys Gin Gin Ala Lys 
130 135 140 

Gly Ser Phe Gin Lys Val Lys Ala Thr Ser Arg 
145 150 155 



<210> 347 
<211> 1418 
<212> DNA 

<213> Candida albicans 

<400> 347 

aatctaccat taggcaatgt catataattt 
ttatctccat aatttataat ggcataccct 
aacttcacat ctaatactgg tccaactgat 
taatcaaatg gaaatttacc tattgaaaca 
agctgcctag ttttcctgat tcttggtaac 
atagaatctc ttccaaagta caaccaattt 
tcccctttgt ctttaactaa tgtatttggg 
gtctaaaaaa ttttttattt attgtgtttg 
atttatctta ccctttcatc atggatacaa 
aaaaagcagt agatgacacc accattttaa 
aaccatccga aaaactcttg agagaaacca 
gtcacgacag tgccgaaatc aacggtttag 
ccgtgcaagc cgaaaagaac aacaaaaaga 
gaacaccttc aagctcagca atttcgccat 
aaccatcaga gtcaaccaca ccatcggctg 
acggtgtaaa tactcaatta tacgaaaatg 
acacgtcgtt agcagttgat cgtgacgatt 
aaatcgaggc tgaagtatac aagagcgaat 
ggttaagaag ctttaccatg aatcttcgaa 
tcttatcgaa acaaatttta cctgctgcgt 
ctgaggcatt gaaaaaggaa attgaaaaat 
gtgctactga aaagagagca gtgaccgata 
aggtcagtta ttatcaaatg caaaccagat 



agattacgaa cagctgatga cgcagtttca 60 
ttggatttac ctgttaattc atcaaataat 12 0 
cttgcaatat cccgcacctg ttcttcagtg 180 
caagtgcttt tactatccat atttagtttg 24 0 
aaaaaactat aattatttaa caaattatcg 3 00 
cgatacattt ttttctatga gatgtttttt 360 
tacactacct gaacctacca gttcagttca 42 0 
tttatactac cctttgcata tattactaat 480 
aggaaataag atctaccgta tctaatcttg 540 
agttgttgaa tatcttgaat gatggggtta 600 
aagtaggtgt agctgtcaac aaattcagaa 660 
ttaaaaaaat gatcagaaat tggagagatg 72 0 
agttagcaat agcagctgga acaggaacag 780 
catcatcggg ttctggaagt acaacaccaa 840 
cccgtaaagg tccaagaaat ccaaaaactg 900 
ataccagaaa tgcatcggtt agtgctttat 960 
caccaaaaca cattttgaga atagctattg 102 0 
acctgaaagt aagtgacagt tatagaaata 10 8 0 
ataagaaaaa cccagaatta agagaaagaa 114 0 
tcattaaaat gacccctaat gaaatggctc 1200 
tgcacaaaca aaacttgttt gatgctcaag 1260 
gattcacttg tggcaagtgt aagcacaaga 132 0 
cagcggatga gcctttaact acattttgta 13 80 



354 



cttgtgaaaa ttgtggcaat agatggaagt tttcataa 



<210> 348 
<211> 305 
<212> PRT 

<213> Candida albicans 

<400> 348 

Met Asp Thr Lys Glu lie Arg Ser Thr Val Ser Asn Leu Glu Lys Ala 
15 10 15 

Val Asp Asp Thr Thr lie Leu Lys Leu Leu Asn lie Leu Asn Asp Gly 
20 25 30 

Val Lys Pro Ser Glu Lys Leu Leu Arg Glu Thr Lys Val Gly Val Ala 

35 40 45 

Val Asn Lys Phe Arg Ser His Asp Ser Ala Glu lie Asn Gly Leu Val 
50 55 60 

Lys Lys Met He Arg Asn Trp Arg Asp Ala Val Gin Ala Glu Lys Asn 
65 70 75 80 

Asn Lys Lys Lys Leu Ala He Ala Ala Gly Thr Gly Thr Gly Thr Pro 
85 90 95 

Ser Ser Ser Ala He Ser Pro Ser Ser Ser Gly Ser Gly Ser Thr Thr 

100 105 110 

Pro Lys Pro Ser Glu Ser Thr Thr Pro Ser Ala Ala Arg Lys Gly Pro 
115 120 125 

Arg Asn Pro Lys Thr Asp Gly Val Asn Thr Gin Leu Tyr Glu Asn Asp 
130 135 140 

Thr Arg Asn Ala Ser Val Ser Ala Leu Tyr Thr Ser Leu Ala Val Asp 
145 150 155 160 

Arg Asp Asp Ser Pro Lys His He Leu Arg He Ala He Glu He Glu 
165 170 175 

Ala Glu Val Tyr Lys Ser Glu Tyr Ser Lys Val Ser Asp Ser Tyr Arg 
180 185 190 

Asn Arg Leu Arg Ser Phe Thr Met Asn Leu Arg Asn Lys Lys Asn Pro 
195 200 205 

Glu Leu Arg Glu Arg He Leu Ser Lys Gin He Leu Pro Ala Ala Phe 
210 215 220 

He Lys Met Thr Pro Asn Glu Met Ala Pro Glu Ala Leu Lys Lys . Glu 
225 230 235 240 

He Glu Lys Leu His Lys Gin Asn Leu Phe Asp Ala Gin Gly Ala Thr 
245 250 255 



14" 



355 



Glu Lys Arg Ala Val Thr Asp Arg 
260 

Lys Lys Val Ser Tyr Tyr Gin Met 
275 280 

Leu Thr Thr Phe Cys Thr Cys Glu 
290 295 

Ser 
305 



Phe Thr Cys Gly Lys Cys Lys His 
265 270 

Gin Thr Arg Ser Ala Asp Glu Pro 
285 

Asn Cys Gly Asn Arg Trp Lys Phe 
300 



<210> 349 
<211> 1301 
<212> DNA 

<213> Candida albicans 
<400> 349 

acatttattg ttggctatac tttcccagtt ttaaaggaat ggttaggcgg gtcagtctac 60 
tttattttta ctgtaatgtg ttgtgccagt gtatggttta tcaagactaa agttcctgag 120 
acaaagggta agcattcgta ccaggaagtc tggaattaaa cggtagttac ttccagtata 180 
tatggtgttc attgtgtttt gtgtctaaag ttgcgttagg gctaaagccc taatcaatag 240 
tagtgtactt tgtttgaaaa aaataataca tgcaaaatac tgcatattag aattataagg 300 
gaatgaaaat gaaaaaaaaa agaataattt tgtagatcgc atagtgtgag cgcgcacaca 360 
cacacaaact ttgtagtgct acagtttctc tctttcccat acactctcgc agtcgcacgc 42 0 
ttgacaaaag ttaattagaa atagaaaaat ttctcattcc ttttgagttt tccaccataa 480 
tcaactagta ataaccaaca atgcctacta gattaactaa aaccagaaaa cacagaggta 540 
atgtttctgg tatgtacaat ttcactaaag ttttaacgga tgaaagagta ttgaatgttc 600 
aaggacatat ggagatttag agaaaacatg gaaaactaat cgaaaatgaa taatgaatgg 66 0 
aaaatttttt aaactgaata tcagaataga cacaacacaa cagatccaga gtcattatca 72 0 
cattgatcat acaaccaaag caatgaatat gagtagtttg ggaaaccaca acatacgagt 7 80 
tatttttcag aacaatcaag tttatcattt acagaagaca gttccatcaa tatgtccaaa 840 
atactctttg aagtcaatta aagtcaaatg aacgaattac taacttattt ttttctttag 900 
ccggtaaggg tagaattggt aaacacagaa agcacccggg tggtagaggt aaagctggtg 960 
gtcaacatca tcacagaacc aacttggata aataccatcc aggttacttc ggtaaagttg 1020 
gtatgagata cttccacaaa caacaaaacc acttctggag accagaaatc aacttggaca 1080 
aattgtggac tttggttgat tctgaaaaga aagacgaata cttgagcaaa tcatctgctt 114 0 
ctgctgctcc agtcatcgac accttggctc acggttacgg taaagttttg ggtaaaggta 12 00 
gattaccaga agttccagtc attgtcaaag ccagatttgt ttctaaatta gctgaagaaa 12 60 
aaatcagagc tgttggtggt gttgtcgaat tagttgctta a 13 01 



<210> 350 
<211> 149 
<212> PRT 

<213> Candida albicans 
<400> 350 

Met Pro Thr Arg Leu Thr Lys Thr Arg Lys His Arg Gly Asn Val Ser 
1 5 10 15 

Ala Gly Lys Gly Arg lie Gly Lys His Arg Lys His Pro Gly Gly Arg 
20 25 30 

Gly Lys Ala Gly Gly Gin His His His Arg Thr Asn Leu Asp Lys Tyr 



356 



35 40 45 

His Pro Gly Tyr Phe Gly Lys Val Gly Met Arg Tyr Phe His Lys Gin 
50 55 60 

Gin Asn His Phe Trp Arg Pro Glu lie Asn Leu Asp Lys Leu Trp Thr 
65 70 75 80 

Leu Val Asp Ser Glu Lys Lys Asp Glu Tyr Leu Ser Lys Ser Ser Ala 
85 90 95 

Ser Ala Ala Pro Val lie Asp Thr Leu Ala His Gly Tyr Gly Lys Val 
100 105 110 

Leu Gly Lys Gly Arg Leu Pro Glu Val Pro Val lie Val Lys Ala Arg 
115 120 125 

Phe Val Ser Lys Leu Ala Glu Glu Lys lie Arg Ala Val Gly Gly Val 
130 135 140 

Val Glu Leu Val Ala 
145 



<210> 351 
<211> 423 

<212> DNA 

<213> Candida albicans 



<400> 351 
gctatcaaaa 
aaatctttga 
tttgtttatg 

gttgaaatta 
gtcaccatgg 
gaagctgttt 
atccgtaaat 
taa 



tcactgttca 
ttgctaactt 
cgcatttccc 
gaaatttctt 
aaatttcttc 
ctcaaaatgc 
tcttggatgg 



caatggtgac 
gatcactggt 
aattaacgtt 
gggtgaaaaa 
tactcaaaag 
tgctgatatt 
tatttatgtt 



agaaaacacg 
gtcactaaag 
aacattatta 

agagttagag 
gatgaattga 
caacaaatct 
tctgaaagag 



ttgctgcttt 
gttacaaata 
aaaaagatgg 
aagttaaaat 
ttgtttctgg 
gtcgtgtcag 
gtaccattgt 



aagaactgtc 60 
caagatgaga 12 0 
tcaagattac 180 
ccatgaaggt 240 
taactccttg 300 
aaacaaggat 3 60 
tgaagaaatc 420 
423 



<210> 352 

<211> 140 

<212> PRT 

<213> Candida albicans 



<400> 352 

Ala lie Lys lie Thr Val His Asn Gly Asp Arg Lys His Val Ala Ala 
15 10 15 

Leu Arg Thr Val Lys Ser Leu lie Ala Asn Leu lie Thr Gly Val Thr 
20 25 30 

Lys Gly Tyr Lys Tyr Lys Met Arg Phe Val Tyr Ala His Phe Pro lie 
35 40 45 

Asn Val Asn lie lie Lys Lys Asp Gly Gin Asp Tyr Val Glu lie Arg 



357 



50 55 60 

Asn Phe Leu Gly Glu Lys Arg Val Arg Glu Val Lys lie His Glu Gly 
65 70 75 80 

Val Thr Met Glu lie Ser Ser Thr Gin Lys Asp Glu Leu lie Val Ser 
85 90 95 

Gly Asn Ser Leu Glu Ala Val Ser Gin Asn Ala Ala Asp lie Gin Gin 
100 105 110 

lie Cys Arg Val Arg Asn Lys Asp lie Arg Lys Phe Leu Asp Gly lie 
115 120 125 

Tyr Val Ser Glu Arg Gly Thr lie Val Glu Glu lie 
130 135 140 



<210> 353 
<211> 1655 
<212> DNA 

<213> Candida albicans 
<400> 353 

gatgatcgct aacaaggtac ccgatttatt 
attctcaacc ttaaatagct tgtagttttt 
aatattgcca gttgcataga ataaatcggt 
ggttgaagct ggtgctaatt ctggggttgt 
aaattgctgt gtaatttggt gaatgaattg 
ggttgttcgc tacgatgtat ttctaggata 
atttccttcc tgatgttttt ttttccttgt 
aaaaaagtgt cttcacaagt cttggactca 
ttaactatca ataatccaat atgggtaaac 
ctcataagct ggatattctt ggtgtagcta 
gtgatggata tgcgaaattt tgggacaaca 
ttgtccaact ggtatttata gataaaagcg 
ttttgccaag ctctacattg aaagtgacat 
tcatcttcag atattatatc aatgatgact 
taaaatcatt tgaaagcaat tgttggaccc 
aagactattt tattacaacc aagaccaatg 
ttgatgaaaa tgagaaggct gtaatcacat 
cttcttcttt cccaaattct ttggctatat 
ggtacatcaa tggtgatgtc ttgttatatg 
ttcgttcgag tgatttggtg accagtagaa 
tggcattttc ccctggtgga accttgttgg 
caattacatt atacgacgtt gagcatggtg 
actcggccaa atctgttgtt ggtgggtttg 
ttgatgagga aggtaagcac ttggctagtt 
atttagaaac aagcgaaagg gaagcaacaa 
ctacacataa tgatcaagac gagagtgtcg 
ttagaggtgg ctctggtggt gacagcaatg 
gaataagatg gtaccgagag gcaggaggaa 



catcaacaaa gaagctactt catagaattg 60 
atgattggga ctaattgtgc agcatcgaac 12 0 
attattacgg cataccaatc gattgtaggg 180 
tgcatttcca gtccataaac gttgaaacac 240 
atcagatgat cctatgggtg gcattgttaa 300 
atgaaggtaa gtacgaactt atgagttttg 360 
tttcttttgt cgttgtagca agaagaaaaa 42 0 
attttcaccc ctccacaaac tcaatttcaa 480 
agtatatatc taccgtcagt gcatctcagg 54 0 
ttaccaataa gttcactgta tccgtgtcta 600 
agcaagacga agttcatctg cctaaagaat 660 
gaatccatgc ggtggctgct tacgaaaatg 72 0 
tattagcatt tgcatgtttc aatggatcta 780 
tttcaactat cgaaagtcta actgatgata 84 0 
ctggctttta tcgcgatcca gaatccaaac 900 
gcactacaga ggttcattta ttgaatattg 960 
ttgaaaagtt tgggcaatta aaaggaaact 102 0 
gtccaacaga gaataaaaaa tgtgctgtgg 108 0 
actttgttag cttgaaattg atatacacat 1140 
attcccaatc gacgtctata cctagggtgt 1200 
ctgtggcaag agacaatcaa gctgctgggt 12 60 
agaatgtggg gtctttggcc acaccctcac 1320 
cacatcaagg ctggattttg gggttgagtt 1380 
gtggatttga caaatgcata agagtctgga 1440 
ttagtatatc tatatcagac ttagatgata 1500 
cttctggtgt tgcttttatt aaaaaggggg 1560 
aaggattatg tgtcgtgagt ttcg.atagag 162 0 
tatag 1655 



<210> 354 
<211> 384 



358 



<212> PRT 

<213> Candida albicans 

<400> 354 

Met Gly Lys Gin Tyr lie Ser Thr Val Ser Ala Ser Gin Ala His Lys 
15 10 15 

Ser Asp He Leu Gly Val Ala He Thr Asn Lys Phe Thr Val Ser Val 
20 25 30 

Ser Ser Asp Gly Tyr Ala Lys Phe Trp Asp Asn Lys Gin Asp Glu Val 
35 40 45 

His Ser Pro Lys Glu Phe Val Gin Ser Val Phe He Asp Lys Ser Gly 
50 55 60 

He His Ala Val Ala Ala Tyr Glu Asn Val Leu Pro Ser Ser Thr Leu 
65 70 75 80 

Lys Val Thr Leu Leu Ala Phe Ala Cys Phe Asn Gly Ser He He Phe 
85 90 95 

Arg Tyr Tyr He Asn Asp Asp Phe Ser Thr He Glu Ser Leu Thr Asp 
100 105 110 

Asp He Lys Ser Phe Glu Ser Asn Cys Trp Thr Pro Gly Phe Tyr Arg 
115 120 125 

Asp Pro Glu Ser Lys Gin Asp Tyr Phe He Thr Thr Lys Thr Asn Gly 
130 135 140 

Thr Thr Glu Val His Leu Leu Asn He Val Asp Glu Asn Glu Lys Ala 
145 150 155 160 

Val He Thr Phe Glu Lys Phe Gly Gin Leu Lys Gly Asn Ser Ser Ser 
165 170 175 

Phe Pro Asn Ser Leu Ala He Cys Pro Thr Glu Asn Lys Lys Cys Ala 
180 185 ' 190 

Val Gly Tyr He Asn Gly Asp Val Leu Leu Tyr Asp Phe Val Ser Leu 
195 200 205 

Lys Leu He Tyr Thr Phe Arg Ser Ser Asp Leu Val Thr Ser Arg Asn 

210 215 220 

Ser Gin Ser Thr Ser He Pro Arg Val Leu Ala Phe Ser Pro Gly Gly 
225 230 235 240 

Thr Leu Leu Ala Val Ala Arg Asp Asn Gin Ala Ala Gly Ser He Thr 
245 250 255 

Leu Tyr Asp Val Glu His Gly Glu Asn Val Gly Ser Leu Ala Thr Pro 
260 265 270 



Ser His Ser Ala Lys Ser Val Val Gly Gly Phe Ala His Gin Gly Trp 
275 280 285 



359 



lie Leu Gly Leu 
290 

Gly Phe Asp Lys 
305 

Glu Ala Thr lie 



Asn Asp Gin Asp 
340 

Gly Val Arg Gly 
355 

Val Ser Phe Asp 
370 



Ser Phe Asp Glu 
295 

Cys lie Arg Val 
310 

Ser lie Ser lie 
325 

Glu Ser Val Ala 



Gly Ser Gly Gly 

360 

Arg Gly lie Arg 
375 



Glu Gly Lys His 

300 

Trp Asn Leu Glu 
315 

Ser Asp Leu Asp 
330 

Ser Gly Val Ala 
345 

Asp Ser Asn Glu 



Trp Tyr Arg Glu 
380 



Leu Ala Ser Cys 



Thr Ser Glu Arg 
320 

Asp Thr Thr His 
335 

Phe lie Lys Lys 
350 

Gly Leu Cys Val 

365 

Ala Gly Gly lie 



<210> 355 
<211> 1418 
<212> DNA 

<213> Candida albicans 



<400> 355 

atagagatgc 

cttatcatgg 

catttgtaaa 

atataaattt 

cctgtgtcac 

tatccctgca 

tcgcatttta 

tacacaaaaa 

ccatacaata 

tttaattgga 

ttgaaagagt 

ttatgtcaga 

gtaaatacaa 

acagatacca 

aagacatttt 

acaaatccca 

ttggtgaatc 

aaaccccagt 

aaaaaattgc 

gtttgaaagt 

gtttcggtat 

acggtatgga 

gagctagatc 

tcaagaccag 



ttattctggt 
taatttcaat 
tgtagatgga 
acaaatctga 
gtgattaggg 
cacattgagt 
ccacacactc 
aaatctttcg 
actgccaaag 
agtgatatca 
tttcttttgg 
tgtgaagaag 
cgattatcaa 
gtgattcatc 
ttatttatgt 
aaatgttatg 
cggtgataga 
tcaatctaaa 
cgtccacgtt 
taaagaatat 
tgatgaacat 
tttctacgtt 
cactattggt 
atacgatgct 



ggttcagtta 
gttggtgatc 

taaagtaagt 
taataaacta 
ctcaaaagcc 
tttttttcta 
tcacactgag 
tttgaaaagt 
atggtatgtt 
taatgagaaa 
ggaaatgggt 
agtaaatata 
ttacagtcaa 
ccagtgatat 
atcaacaaaa 
cgtgaattac 
ttaaccagag 
gctagataca 
actgtcagag 
caattaagat 
attgatttag 
gttatgggta 
aactctcaca 
gaagttttgg 



atttatatca 
tcttttggga 
tgattgtata 
cagtaactat 
ctaacaggtt 
tggtgaaaat 
tgtagtcata 
tttgaaaggt 
caagtgttta 
atatgggaaa 
tcaataagat 
acaagaagtt 
cgaatagaat 
aaataatgat 
tactaactta 
gtattgaaaa 
ccgccaaagt 
ctgtcagaac 
gtccaaaagc 
ctaaaaactt 
gtatcaaata 
gagccggtgc 
aaaccaacaa 
ataaataa 



tgtcactgaa 
agttaaagaa 
aaaaaagaat 
tatgcaacaa 
gcacgtgatg 
tattagtgag 
ctaacaatct 
tcgttttctc 
aagagatcga 
tagagatagg 
ttttcaagat 
caaatcatta 
aaaacaaaag 
attcaattaa 
tctttctttt 
attagtttta 
tttagaacaa 
tttcggtatt 
tgaagaaatc 
ctctgctacc 
tgatccatct 
tagagtcacc 
agaagatacc 



caaggttgga 
aaggaacaat 
ggattcatta 
ttgaaagtat 
ttgatttatt 
acgatgttgt 
tctcacacta 
aatagtatat 
aatgttttgt 
accgaattaa 
tggaatcaaa 
aaaattttat 
ccagcatata 
aaacaatatt 
aattagtctg 
aacatttgtg 
ttatctggtc 
agaagaaatg 
ttggaaagag 
ggtaactttg 
attggtattt 
agaagaaaga 
atccaatggt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 ■ 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1418 



<210> 356 



360 



<211> 174 
<212> PRT 

<213> Candida albicans 
<400> 356 

Met Ser Asp Lys Ser Gin Asn Val Met Arg Glu Leu Arg lie Glu Lys 
15 10 15 

Leu Val Leu Asn lie Cys Val Gly Glu Ser Gly Asp Arg Leu Thr Arg 
20 25 30 

Ala Ala Lys Val Leu Glu Gin Leu Ser Gly Gin Thr Pro Val Gin Ser 
35 40 45 

Lys Ala Arg Tyr Thr Val Arg Thr Phe Gly lie Arg Arg Asn Glu Lys 
50 55 60 

lie Ala Val His Val Thr Val Arg Gly Pro Lys Ala Glu Glu lie Leu 
65 70 75 80 

Glu Arg Gly Leu Lys Val Lys Glu Tyr Gin Leu Arg Ser Lys Asn Phe 
85 90 95 

Ser Ala Thr Gly Asn Phe Gly Phe Gly lie Asp Glu His lie Asp Leu 
100 105 110 

Gly lie Lys Tyr Asp Pro Ser lie Gly lie Tyr Gly Met Asp Phe Tyr 
115 120 125 

Val Val Met Gly Arg Ala Gly Ala Arg Val Thr Arg Arg Lys Arg Ala 
130 135 140 

Arg Ser Thr lie Gly Asn Ser His Lys Thr Asn Lys Glu Asp Thr lie 
145 150 155 160 

Gin Trp Phe Lys Thr Arg Tyr Asp Ala Glu Val Leu Asp Lys 
165 170 



<210> 357 

<211> 919 

<212> DNA 

<213> Candida albicans 



<400> 357 

tattgcgtaa 

gaaatgagta 

tcatattgac 

tttacacgtg 

ttatagcctg 

cctaagacgt 

ttgtgtgttc 

aaaatttttt 

catgggtaaa 

aaacaacaga 

ttctccattt 



tcgttatcaa 
attgtttaaa 
atgataagga 
atacaaaaaa 
aaaaaaaaaa 
ctgcatacat 
ccaccaaata 
ttcttctact 
ggtaaaccaa 
tgggctgatc 
ggtggttcat 



tgtttggatt 
aataatcgat 
tttatcaata 
gttgtttgat 
tttccacata 
tttctaaagt 
actttgcgga 
tttttcaaga 
gagggcttaa 
aagcttataa 
ctcacgccaa 



gttgcaacgc 
gcagcagtct 
ctgttaggtc 
cccgcacgac 
gtaaggggat 
cacactgata 
cactctcata 
attcttcttt 
ctctgctaga 
agctagatta 
aggtatcgtt 



tgggttgtgt 
gccactaaat 
tatagcccta 
tatgagtacg 
tttgtatggt 
tagggatgtt 
tactcaattt 
tacaattcaa 
aaattaagag 
ttaggtaccg 
ttggaaaaaa 



gtatatgcga 
aaataaaatg 
actttaatca 
cactcactaa 
ggtgcgctcg 
gtggtagtga 
ttttcttaca 
caacatcaat 
ttcacagaag 
ctttcaaatc 
ttggtattga 



60 
120 

180 
240 
300 
360 
420 
480 
540 
600 
660 
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361 



atctaaacaa ccaaactctg ctatcagaaa atgtgtcaga gtccaattaa tcaaaaacgg 72 0 

taagaaagtc actgctttcg ttccaaacga tggttgtttg aactttgttg acgaaaatga 780 

cgaagtcttg ttggctggtt tcggtagaag aggtaaagct aagggggata ttccaggggt 84 0 

tagattcaag gttgttaaag tttccggtgt ctctttatta gctttatgga aagaaaagaa 90 0 
agaaaagcca agatcatag 



919 



<210> 358 
<211> 145 
<212> PRT 
<213> Candida 



albicans 



<400> 358 
Met Gly Lys Gly 
1 

Val His Arg Arg 
20 

Leu Leu Gly Thr 
35 

Ala Lys Gly lie 
50 

Asn Ser Ala lie 
65 

Lys Lys Val Thr 



Asp Glu Asn Asp 
100 

Ala Lys Gly Asp 
115 

Gly Val Ser Leu 
130 



Lys Pro Arg Gly 
5 

Asn Asn Arg Trp 



Ala Phe Lys Ser 
40 

Val Leu Glu Lys 
55 

Arg Lys Cys Val 
70 

Ala Phe Val Pro 
85 

Glu Val Leu Leu 



lie Pro Gly Val 
120 

Leu Ala Leu Trp 
135 



Leu Asn Ser Ala 
10 

Ala Asp Gin Ala 
25 

Ser Pro Phe Gly 



lie Gly lie Glu 
60 

Arg Val Gin Leu 
75 

Asn Asp Gly Cys 
90 

Ala Gly Phe Gly 
105 

Arg Phe Lys Val 



Lys Glu Lys Lys 
14 0 



Arg Lys Leu Arg 
15 

Tyr Lys Ala Arg 
30 

Gly Ser Ser His 
45 

Ser Lys Gin Pro 



lie Lys Asn Gly 
80 

Leu Asn Phe Val 
95 

Arg Arg Gly Lys 
110 

Val Lys Val Ser 
125 

Glu Lys Pro Arg 



Ser 
145 



<210> 359 
<211> 1164 
<212> DNA 

<213> Candida albicans 



<400> 359 

aattcatttg atctctaaga agatgaacag 
cacgaaatgt ggttggaaaa acttgagtcc 

aaagaaaaaa ccaccaaacc cccaccacca 
ttccttactt tgcaaatgtt gaatccagtt 
tattcacaat ttattatatc tttactcccg 
gttatacttt gtcaaatcac cgaatcaaat 



gccttgaatg ggaggggttg gttcgacttc 6 0 
tcaaaaaggt tctctcgtaa aaggccagag 12 0 

acctaacctt ttccttccat ccattcctct 180 
atattcatta aagatcctat aaaatacgat 240 
aaattcatta attgtaatcg tattgattta 300 
caattgaatg aaattttatg tttttattat 3 60 



362 



caattaattc 
atgtttgatt 
caattatgtt 
actaacttgt 
atccaatcaa 
agtcggcaat 
gatggtcata 
ggtataactg 
aatcaaagac 
gttatttttt 
gatattgata 
tttcgtaaag 
aatattgaag 
tataatcgat 



gtaatcataa 
atcgatttga 
taaataattg 
catctttgcc 
gagcaaatag 
atcaacaatt 
aaattttatt 
gttctaattt 
aaaatttagt 
ttgaaattta 
atttaataat 
atcatggatt 
aaaattcatg 
tattaaatca 



gaataatgga 
aattaatata 
gaatcatgga 
attgtcaata 
tagtagtgct 
taaaactact 
atcaatggca 
attaattaat 
tattcaattc 
tgaaattaat 
atctcaagaa 
taaattatta 
gaaaggtaaa 
ataa 



gatactgatg 
ttatttaatt 
tatattgcgg 
acacaaatat 
tataatgatg 
gctgtaggtg 
atttttttaa 
aaaaaattta 
ataaatttat 
gatgtttgtg 
actaaatctg 
gatattacaa 
ttaagttcaa 



gagataccga 
tatcaacaaa 
aaggtgataa 
caaacattga 
aggatgataa 
gaacatttga 
cttcaaataa 
aatctcaatt 
tattattgag 
gtccaactgg 
gtggtgaatt 
taattaaagt 
ctgatattag 



cagtttgcct 
aaaattgaat 
tgataacagt 
aattccaaca 
aattactact 
tcatttacat 
attaattatt 
acaaactttt 
tgaaaccagt 
ttatattaat 
tgttaacaaa 
gattggtggg 
agaacaagaa 



420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1164 



<210> 360 
<211> 322 
<212> PRT 

<213> Candida albicans 
<400> 360 

Met Leu Asn Pro Val lie Phe lie Lys Asp Pro lie Lys Tyr Asp Tyr 
15 10 15 

Ser Gin Phe lie lie Ser Leu Leu Pro Lys Phe lie Asn Cys Asn Arg 
20 25 30 

lie Asp Leu Val lie Leu Cys Gin lie Thr Glu Ser Asn Gin Leu Asn 
35 40 45 

Glu lie Leu Cys Phe Tyr Tyr Gin Leu lie Arg Asn His Lys Asn Asn 
50 55 60 

Gly Asp Thr Asp Gly Asp Thr Asp Ser Leu Pro Met Phe Asp Tyr Arg 

65 70 75 80 

Phe Glu lie Asn lie Leu Phe Asn Leu Ser Thr Lys Lys Leu Asn Gin 
85 90 95 

Leu Cys Leu Asn Asn Trp Asn His Gly Tyr lie Ala Glu Gly Asp Asn 
100 105 110 

Asp Asn Ser Thr Asn Leu Ser Ser Leu Pro Leu Ser lie Thr Gin lie 
115 120 125 

Ser Asn lie Glu lie Pro Thr lie Gin Ser Arg Ala Asn Ser Ser Ser 

130 135 140 

Ala Tyr Asn Asp Glu Asp Asp Lys lie Thr Thr Ser Arg Gin Tyr Gin 
145 150 155 160 

Gin Phe Lys Thr Thr Ala Val Gly Gly Thr Phe Asp His Leu His Asp 
165 170 175 



Gly His Lys lie Leu Leu Ser Met Ala lie Phe Leu Thr Ser Asn Lys 
180 185 190 



363 



Leu lie lie Gly lie Thr Gly Ser Asn Leu Leu lie Asn Lys Lys Phe 
195 200 205 

Lys Ser Gin Leu Gin Thr Phe Asn Gin Arg Gin Asn Leu Val lie Gin 
210 215 220 

Phe lie Asn Leu Leu Leu Leu Ser Glu Thr Ser Val He Phe Phe Glu 
225 230 235 240 

He Tyr Glu He Asn Asp Val Cys Gly Pro Thr Gly .Tyr He Asn Asp 
245 250 255 

He Asp Asn Leu He He Ser Gin Glu Thr Lys Ser Gly Gly Glu Phe 

260 265 270 

Val Asn Lys Phe Arg Lys Asp His Gly Phe Lys Leu Leu Asp He Thr 
275 280 285 

He He Lys Val He Gly Gly Asn He Glu Glu Asn Ser Trp Lys Gly 
290 295 300 

Lys Leu Ser Ser Thr Asp He Arg Glu Gin Glu Tyr Asn Arg Leu Leu 
305 310 315 320 

Asn Gin 



<210> 361 
<211> 1427 

<212> DNA 

<213> Candida albicans 
<400> 361 

caagagtaaa atctaaatcg ttccaatgat 
atgtgttggt ggcagtagta ttggtattaa 
gttataaaag aaggttgtga tttttttttt 
ctgttcactt tattgtttcg tttcgttttt 
tgctgttgtt gttgtatggg aatttttgta 
gttcaaagtt tcatataata ataatattct 
acaaatacaa cttatataat ttgatcttac 
gggtttgcca ttcatatata tatatctatt 
ttaaattata tcagttaaca atgtcgtatc 
cacatcatgg aataccttct caacctcaac 
gtcctttaga acaatttgaa gatgttgcta 
ttaaagtctt gaaaccatac gtcccagcaa 
atgaggatac tttaagaatc ttcactcaat 
atagacacta ttggcgttgg ttgaccgttt 
cagttgcatc cactttagta attgccagaa 
tcgttgttgt tattatacaa ggtattgggt 
tgagaaactt gtccgttgtt ggagggttag 
ataaaagatc cttaaacatg ccaggtttac 
atttcctttt agctggtaga attttgttag 
ctgattggtc attgggtaga gttttcatta 
ttgttgttgg ttacaagaca aagttttcag 



tttggacagc tcataggtta agaggtctac 60 
gtgggtgggt catggtatta gagagtgggt 12 0 
ccactggtgg tggtggtgct gattgtactg 18 0 
cctttgtttt gttgacgttg acattttttt 240 
ttagttgttc ttttttgttt ttttttactt 300 
tgttttcata tttttttttt cagaacaaga 360 
tcttatcccc aggtttttct atttgttttt 420 
attcaaatca atttgaggag tatcattaat 480 
gtggtcctaa tcaatttggt aatcaacctc 54 0 
cacatattgg tccaatatct tccagcaaaa 600 
aaaaagttga agattggatc gatgattatt 660 
ttggtagagc atttttggtg gccactttct 720 
ggaatgaaca agtttattac ttgcacaact 780 
tattcttgat caataatatg gtggttatga 840 
aaaagaataa cattgctact attgcattga 900 
atggtttatt gtttgatgct caatttgttt 960 
tattagcatt ttccgatagt attgttagag 102 0 
cgatgttgaa caatcaagac aacaaaaagt 1080 
tattattatt tttgggattc gtcttttctt 1140 
ttataatcgg gttaacttct tgtgcttcaa 1200 
ctgctatcat gcttattgtt ttattcttat 1260 



364 



acaatgtgtt cactaaccaa ttctgggctt atgcatctca agatgctaga cgtgactttt 132 
tgagatatga attcttccaa gttttgtcaa ttgtgggagg attattgtta gtggttaatg 138 
caggtgctgg tgaattctcc atcgatgaaa agaaaaagat ttattaa 142 



<210> 362 
<211> 308 
<212> PRT 
<213> Candida 



albicans 



<400> 362 
Met Ser Tyr Arg 
1 

Gly lie Pro Ser 
20 

Lys Ser Pro Leu 
35 

Trp lie Asp Asp 
50 

Gly Arg Ala Phe 
65 

Phe Thr Gin Trp 



Tyr Trp Arg Trp 
100 

Met Thr Val Ala 

115 

Ala Thr lie Ala 
130 

Gly Leu Leu Phe 
145 

Gly Gly Leu Val 



Ser Leu Asn Met 
180 

Lys Tyr Phe Leu 
195 

Gly Phe Val Phe 
210 

lie lie Gly Leu 
225 

Lys Phe Ser Ala 



Gly Pro Asn Gin 
5 

Gin Pro Gin Pro 



Glu Gin Phe Glu 
40 

Tyr Phe Lys Val 

55 

Leu Val Ala Thr 
70 

Asn Glu Gin Val 
85 

Leu Thr Val Leu 



Ser Thr Leu Val 

120 

Leu lie Val Val 
135 

Asp Ala Gin Phe 
150 

Leu Ala Phe Ser 
165 

Pro Gly Leu Pro 



Leu Ala Gly Arg 
200 

Ser Ser Asp Trp 
215 

Thr Ser Cys Ala 

230 

Ala lie Met Leu 



Phe Gly Asn Gin 
10 

His lie Gly Pro 
25 

Asp Val Ala Lys 



Leu Lys Pro Tyr 
60 

Phe Tyr Glu Asp 
75 

Tyr Tyr Leu His 
90 

Phe Leu lie Asn 
105 

lie Ala Arg Lys 



Val lie lie Gin 
140 

Val Leu Arg Asn 
155 

Asp Ser lie Val 
170 

Met Leu Asn Asn 
185 

lie Leu Leu Val 



Ser Leu Gly Arg 
220 

Ser lie Val Val 

235 

lie Val Leu Phe 



Pro Pro His His 
15 

lie Ser Ser Ser 
30 

Lys Val Glu Asp 
45 

Val Pro Ala lie 



Thr Leu Arg lie 
80 

Asn Tyr Arg His 
95 

Asn Met Val Val 
110 

Lys Asn Asn lie 
125 

Gly lie Gly Tyr 



Leu Ser Val Val 
160 

Arg Asp Lys Arg 
175 

Gin Asp Asn Lys 
190 

Leu Leu Phe Leu 
205 

Val Phe lie lie 



Gly Tyr Lys Thr 
240 

Leu Tyr Asn Val 



365 



245 



250 



255 



Phe Thr Asn 



Gin Phe Trp Ala Tyr Ala Ser Gin Asp Ala Arg Arg Asp 
260 265 270 



Phe Leu Arg 
275 



Tyr Glu Phe Phe Gin Val Leu Ser lie Val Gly Gly Leu 
280 285 



Leu Leu Val 
290 



Val Asn Ala Gly Ala Gly Glu Phe Ser lie Asp Glu Lys 
295 300 



Lys Lys lie Tyr 
305 



<210> 363 
<211> 1876 
<212> DNA 

<213> Candida albicans 
<400> 363 

aattattagt tgaaaaacaa atcataccta ttgccagagc tcaaatgaaa gtgagaatta 60 
cgttatctaa aaaagcatac ttaaagactt ttcaagatga aataaaacct gttattgatc 12 0 
aaattgtgga ggaiagataac aatgggaaac aatatgagat tgttgggatt atagatccta 180 
taaattatag agtcttggtc acattaattg aaaatacaga tggaagcaac aaagtcgcta 240 
aaggagaagg gtctatagaa gtattagata tgtctgccat aaaagaataa aactaaacta 300 
gacaagtgta tagaatcttt tttattaata gatgcttatc ttagttatgt tccagaacaa 360 
ttcatgttag gagagagaga aacgcaatca ctcaattttt gcacaaacaa aaaacgagaa 42 0 
gatgaagaag caaaaaagaa aatttttttt tctcaaccat cttaaatcct cctacaatta 480 
atttcatacc aataaagaac atgtctattg tattaccatc aggaactact gacggattta 540 
aagccgtctc caaatactct gccccagtgc gtcgtccaat tgaaccagtt ggtcgttact 600 
tcttagccca cgcctcaaga actttgcgtg gacacacttg gtctgaattt gaaaaattgg 660 
aagctgaaaa gaatgttaaa caaatcgaag tcaacgaaga tgaggatttg ggagatgaag 720 
aacaaagtga agagttatta gaacacgatc caagagaatg gaagactgcc aatttatatg 780 
ctgttttagg tttatctcat ttgagaagta aagccactga agatcaaatc agaagagccc 84 0 
acagaaaaca agttttgaaa catcatccag ataaaaaatc cgctagtggt ggattagaaa 900 
acgatggatt tttcaaaatt attcaaaaag cctttgaagt tatgttggac ccagtcaaga 960 
gaagacaata cgattctatt gatgttgaaa atgatccaaa accaccagct ccaaaatcca 102 0 
aatacgattt ctttgaagct tggggtccag tatttgaaag tgaagcaaga ttttctacta 1080 
aacaaccagt tccattgttg ggaaatttag aaagcaccaa agaagaagtt gatgctttct 1140 
acagtttctg gggaagattt gactcttgga agacttttga attcaaagat gaagatgttc 12 0 0 
cagatgacac tgccaacaga gatcacaaac gttatattga acgtaagaat attgcccaac 1260 
agaaagaaat tgaagcaaga agatcacaag agattatcga attggtcgaa agagctcatg 1320 
ctgaagatcc aagaattaaa ttgttcaaag aaaaagccaa gaaagaaaag gctgctaaga 1380 
aatgggaaaa agaatctgga tcaagaaaag ctgctgaaga ggctgctgcc aaaaaggctg 144 0 
ctgaagaggc cgctgctaag aaagccgccg aagaagccgc cgctttgaaa gccaactcta 1500 
aaaaagctaa agaagctgct aaagctgcta aaaagaaaaa caagagaaac atcagagctg 1560 
ctgttaaaga caataattac tttggtgact cagctaaatc tgccgacatt gatgctgatg 162 0 
tcgatttgtt aatcgaaaaa ttcgacgatg tcaaattagg tgaagttgct gataaagtta 168 0 
aagatgctga tgctgcttca gtgaaatcta cttttgttga agttgcaaag gaattggttg 174 0 
gagctggttc tttagatgct tcctatttga aatattttaa ctagattttt tttttgtagg 1800 
aaaataatat atatagaatg taaactatca aaaacaatta tacagaagct gaactcaaac 1860 
aagactaaac agcaag 1876 



<210> 364 



366 



<211> 427 
<212> PRT 

<213> Candida albicans 
<400> 364 

Met Ser He Val Leu Pro Ser Gly Thr Thr Asp Gly Phe Lys Ala Val 
15 10 15 

Ser Lys Tyr Ser Ala Pro Val Arg Arg Pro He Glu Pro Val Gly Arg 
20 25 30 

Tyr Phe Leu Ala His Ala Ser Arg Thr Leu Arg Gly His Thr Trp Ser 
35 40 • 45 

Glu Phe Glu Lys Leu Glu Ala Glu Lys Asn Val Lys Gin He Glu Val 
50 55 60 

Asn Glu Asp Glu Asp Leu Gly Asp Glu Glu Gin Ser Glu Glu Leu Leu 
65 70 75 80 

Glu His Asp Pro Arg Glu Trp Lys Thr Ala Asn Leu Tyr Ala Val Leu 

85 90 95 

Gly Leu Ser His Leu Arg Ser Lys Ala Thr Glu Asp Gin He Arg Arg 
100 105 110 

Ala His Arg Lys Gin Val Leu Lys His His Pro Asp Lys Lys Ser Ala 
115 120 125 

Ser Gly Gly Leu Glu Asn Asp Gly Phe Phe Lys He He Gin Lys Ala 
130 135 140 

Phe Glu Val Met Leu Asp Pro Val Lys Arg Arg Gin Tyr Asp Ser He 
145 150 155 160 

Asp Val Glu Asn Asp Pro Lys Pro Pro Ala Pro Lys Ser Lys Tyr Asp 
165 170 175 

Phe Phe Glu Ala Trp Gly Pro Val Phe Glu Ser Glu Ala Arg Phe Ser 
180 185 190 

Thr Lys Gin Pro Val Pro Leu Leu Gly Asn Leu Glu Ser Thr Lys Glu 
195 200 205 

Glu Val Asp Ala Phe Tyr Ser Phe Trp Gly Arg Phe Asp Ser Trp Lys 
210 215 220 

Thr Phe Glu Phe Lys Asp Glu Asp Val Pro Asp Asp Thr Ala Asn Arg 
225 230 235 240 

Asp His Lys Arg Tyr He Glu Arg Lys Asn He Ala Gin Gin Lys Glu 
245 250 255 

He Glu Ala Arg Arg Ser Gin Glu He He Glu Leu Val Glu Arg Ala 
260 265 270 

His Ala Glu Asp Pro Arg He Lys Leu Phe Lys Glu Lys Ala Lys Lys 



367 



275 280 285 

Glu Lys Ala Ala Lys Lys Trp Glu Lys Glu Ser Gly Ser Arg Lys Ala 
290 295 300 

Ala Glu Glu Ala Ala Ala Lys Lys Ala Ala Glu Glu Ala Ala Ala Lys 
305 310 315 320 

Lys Ala Ala Glu Glu Ala Ala Ala Leu Lys Ala Asn Ser Lys Lys Ala 
325 330 335 

Lys Glu Ala Ala Lys Ala Ala Lys Lys Lys Asn Lys Arg Asn lie Arg 
340 345 350 

Ala Ala Val Lys Asp Asn Asn Tyr Phe Gly Asp Ser Ala Lys Ser Ala 
355 360 365 

Asp He Asp Ala Asp Val Asp Leu Leu He Glu Lys Phe Asp Asp Val 
370 375 380 

Lys Leu Gly Glu Val Ala Asp Lys Val Lys Asp Ala Asp Ala Ala Ser 
385 390 395 400 

Val Lys Ser Thr Phe Val Glu Val Ala Lys Glu Leu Val Gly Ala Gly 
405 410 415 

Ser Leu Asp Ala Ser Tyr Leu Lys Tyr Phe Asn 
420 425 



<210> 365 
<211> 1178 
<212> DNA 

<213> Candida albicans 

<400> 365 

tttcatttgt aggcattgtg tagaatgtgg actgtaggaa ggtgcaaaat atatatccaa 60 
taagtcacat ctcaaattgg tagtagaaga attcaacctt gggacagtat tctctgctta 12 0 
aaatgagttt actgatcaaa taaaatattg gctcaaccat tgaaaagcta ttcttgacac 180 
tttttgcagt tttagttttg gttgtttcac aattgaaaaa aaaaatgttg agccctaata 240 
gccctaattg tttgcacgtg atgtattgct ttgagtgaaa agtgtacatt tgtacacaca 3 00 
caaacaaaaa aaaactaact tcttccccca atatgctgcg tatagtgaga aatcttcttc 360 
tctcttgcca tactatcgca tttttttttt tggtaactca cga.3La.cctask ttggaaagaa 420 
gaaaagagaa aaaaaaaaaa ttttcagttt tcaatagatt tcagtttttg aattatacat 480 
attagagaaa caagttaaca atggtatgtt cattagattt' accatgagtt atggagggat 54 0 
attcctggat gatcagaata tcataatata ggagtatact attttactgg aatcaagata 600 
taattgaatt gaaataaaaa ttgaataaga ggaagcatag aatacggaat gatgattaac 660 
aaatcagaaa acattgtact accgaataat gaattaggat caacatatta atatcaacta 720 
ctactttaaa agaacaggaa aatgagaaga gaatcagcat gaaagttacc acctcagaaa 780 
acgtcaaaga aatatacttt tggtgtggat ccatgtgtta ttactgaaat catcgaaacg 84 0 
aatataaccc tccttttccc acattgacat aactcagaca caatctttca aataaaacat 900 
gtaatactaa ctattatttt tttttcgtat aggttttagt tcaagattta ttacatccat 960 
ctccagccac tgaagctaaa caacacaaat tgaaaacttt agttcaacaa ccaagatctt 1020 
tctttatgga cgttaaatgt caaggatgtc ttaatatcac cactgttttc agtcacgctc 1080 
aaactgctgt cacttgtgac tcttgttcta ctgttttgtg taccccaact ggtggtaaag 1140 
ctaaattgac tgaaggttgt tcattcagaa gaaagtaa 1178 



368 



<210> 366 
<211> 82 
<212> PRT 

<213> Candida albicans 
<400> 366 

Met Val Leu Val Gin Asp Leu Leu His Pro Ser Pro Ala Thr Glu Ala 
1 5 10 15 

Lys Gin His Lys Leu Lys Thr Leu Val Gin Gin Pro Arg Ser Phe Phe 
20 25 30 

Met Asp Val Lys Cys Gin Gly Cys Leu Asn lie Thr Thr Val Phe Ser 
35 40 45 

His Ala Gin Thr Ala Val Thr Cys Asp Ser Cys Ser Thr Val Leu Cys 
50 55 60 

Thr Pro Thr Gly Gly Lys Ala Lys Leu Thr Glu Gly Cys Ser Phe Arg 
65 70 75 80 

Arg Lys 



<210> 367 
<211> 1179 
<212> DNA 

<213> Candida albicans 



<400> 367 

tttatattgt 

gtaattgtga 

cggatcatac 

gacttttgga 

gctttaaaat 

aacaacaacg 

gtacatgcac 

agaaaagaga 

tcgaagacaa 

caagatattc 

gtttaataag 

tgaaacgaat 

attaagaaaa 

tcaaattgtt 

taacaatcct 

aaagaatgcc 

ttgttcgctc 

aaacaaattt 

gttgtctgta 

ggtgacaaaa 



tttttgtttc 
tgtatttttt 
aaatttggaa 
atttcttggt 
ttgtgcggtg 
agggaagaaa 
aattttcaat 
tttttctttg 
catagacaag 
ctccaataca 
aatgatttgt 
tttctgggat 
caagtcaata 
gaaagaaata 
cttgtgttat 
gtaaacatac 
aaggtaaaag 
tccacaagaa 
aaaccaaggc 
aacaaaaagg 



tatgtatagt 
ttgttggtcc 

ggagctacca 
ttagggctct 
aaaaacagaa 
aaaaacttaa 
tggttattct 
aaaaaaaatt 
atgggtatgt 
aagagattaa 
caagggataa 
agcgttcaaa 
ttatcaaaga 
gccaactatt 
agttaacgtt 
ccaacacaaa 
aagatatgac 
agccaagact 
tcaattacca 
tcaagcttta 



aattatttaa 
ttctttgtgt 
aagcagaaat 
agccctaatg 
gcgaaaaaaa 
ttaggtgaac 
cacgcactaa 
tacatacata 
tccagtatag 
tggtgttttt 
gatgaaaagt 
caatcaaacc 
tggagtttta 
tggcaccatt 
ccaaaaacta 
gttacccaat 
agaaaacaat 
accaaaaaag 
ttgaaaagat 
caattttaa 



tttgatgttc 
tttgatattt 
gatagcaaaa 
cctgtatata 
aagagctgga 
aaaaattaat 
caaactcaac 
tcttagttca 
caatattcaa 
gatagagtgt 
ggaaattgtc 
tatccaggtt 
taaggagaga 
tcctgtgatc 
gaaagaccta 
acaaagctgg 
ccggttatgg 
ttgttttgag 
gtaaacattt 



cattattcat 
tgcagctggt 
aaaaacagga 
attgattgat 
aagtgtgatt 
9tgtgagcgt 
ctccattgtg 
ctagtaactt 
caatgagata 
aaagccatgt 
caaacaacat 
tcttatgaca 
tattgaaaca 
atagaaatac 
ctgtaaaggt 
taaagcttct 
tggtcaaacc 
attggaatgt 
cgaattgggt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1179 



<210> 368 



369 



<211> 106 
<212> PRT 

<213> Candida albicans 
<400> 368 

Met Val Asn Val Pro Lys Thr Arg Lys Thr Tyr Cys Lys Gly Lys Glu 
1 5 10 15 

Cys Arg Lys His Thr Gin His Lys Val Thr Gin Tyr Lys Ala Gly Lys 
20 25 30 

Ala Ser Leu Phe Ala Gin Gly Lys Arg Arg Tyr Asp Arg Lys Gin Ser 
35 40 45 

Gly Tyr Gly Gly Gin Thr Lys Gin lie Phe His Lys Lys Ala Lys Thr 
50 55 60 

Thr Lys Lys Val Val Leu Arg Leu Glu Cys Val Val Cys Lys Thr Lys 
65 70 75 80 

Ala Gin Leu Pro Leu Lys Arg Cys Lys His Phe Glu Leu Gly Gly Asp 
85 90 95 

Lys Lys Gin Lys Gly Gin Ala Leu Gin Phe 
100 105 



<210> 369 
<211> 3583 
<212> DMA 

<213> Candida albicans 



<400> 369 

gtgcgaataa 

aaaattttcc 

tttcagagga 

tgattcacga 

ccgtaatgtt 

taatgtggac 

gaatatgact 

gaaaccaaca 

ggctaaagaa 

aaaaacggaa 

ggaacccaat 

ctgtgcccta 

tcaaccaaaa 

tgaaagtgat 

ttcagttgtg 

tgaaactgtt 

acaaacagca 

ttccgatgaa 

actaccagaa 

taacgataaa 

tcaccaacta 

gacatctgaa 

accttacaaa 



tacaagcgat 
cctcaaggac 
gatgacggtg 
aagagttcca 
tcacgggaaa 
gtgtcaacga 
ttgagttcag 
attaccaaga 
gaaaaggtaa 
ccaattcaac 
agtgaagtaa 
ggacctgata 
cttgcccgct 
actgatttca 
gcagcaaatg 
atagcagatg 
gatgtaaaga 
gaggaggagg 
gatgaccaac 
acagaagtaa 
gaagatagat 
aacggtgtca 
gttaaacgtg 



cgtttgaata 
gtagtacaac 
caaaaagatc 
ttagtgatat 
gcagcaggcg 
aaccggaaaa 
agtcaaccaa 
aaacttcatt 
caatcgaaaa 
aaagcgagca 
atttgaaaga 
agaatactgg 
cagaatcatt 
atttcaatga 
tgctggagaa 
accttccacg 
gacataaatt 
agattcaaga 
atcctgattt 
ataagccaga 
taccaattaa 
gttcaaaatc 
attcaagtgg 



atccaatgat 
aagagatgag 
taccaccaaa 
ctcaagccaa 
aagttcaata 
tataaatagc 
accgagtgtc 
cactgattac 
aagtgacaaa 
acttttaacg 
caataatgac 
aaaaaacgat 
tgccgataca 
gttagcagag 
cattgatgag 
tctcgatgaa 
gaagaaaaca 
accagatttc 
tcaaaattca 
agtgaaagag 
aaaagagaaa 
agaatctaag 
tcgatcatta 



tagctctgat 
aaggggtttg 
gaagcacata 
aaattttcaa 
ataaaaattg 
agagataaca 
gaagaagtta 
ttaaaatctg 
acgattaatt 
gacaaaaagg 
gacctgaaag 
tcagataaat 
tcattattgt 
ataccggaag 
aatgaaaata 
ggaaagaaac 
aaattgaata 
aaactccaag 
aaagcaacaa 
gttggcgaga 
atgcggtcgg 
atttcaaagt 
ttacaacgag 



caacgaattc 
aactgtttga 
attttttgaa 
gggaaagttc 
atcatcatac 
aaactgagaa 
gtaaatcttt 
ccaaaactaa 
cagaagaacg 
ataataaact 
ctacagctgg 
cagaaacgac 
ctccagttaa 
caaaggatgg 
tttcagaagc 
ttttacgtga 
ctatttttag 
aaccagaaaa 
cagaaatcag 
aagagagaaa 
agaatgcaaa 
cgaagaaact 
cttgcaagaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 
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gggtaatttt gcagatgtcc aagattacat 
tttctgtgga ttcacatgct tgcatgaggc 
atatctcatc gaaaatggtg ctaatgtaaa 
gacaccattg atcgatgcag ctgaaaacaa 
aaatgatgct gatcctacta ttttcaatat 
taatgaacat gaaggagaag aaggatatga 
tgcaaactat aacagtcgtt taccaagaga 
tagtggacca atcatggagg atccaaatga 
gggaatatat aaatacgctg cagagaattc 
tggtcataat ttagaaggaa aaccagatat 
agaacttgtt gatattatac tagggctaaa 
aagttgtggt gttactgcat tattggccag 
ttccttgttg tccaaaggtg ctgatccatt 
tttagaaatt gcacaacact cgccacattt 
attcatggag aagaagagtg gaaccaaaat 
tcgtgcaaca tctcgtgcac cttctgttcc 
agaaaaagaa attacagcac acacagaaaa 
aatcacgaaa acagttaatg agcatgtcag 
aaaacttgaa aagactcata gcaatgagga 
tgaacctaaa gaaccacatc ttttgaagaa 
acatagagaa ttcacttctg atgatcacca 
agaaaaaaga aaacatttat cggcaacgcc 
accttctcaa gcagttatca aggcacaaga 
tagattgtgg caagaaaagg tcgaagctaa 
gtccgagaaa gagaaagagc agaaacggaa 
aaaacgaatt gccaaagcaa aacaggaaga 
gaaatcgaaa gaactagaag aaaagaaagt 
ttatccggtt ggattgcgtt attgcaagtt 
taaatttttg cctttctatg tatttgtaat 
agtctccttg atcacgtcaa cggttgtcag 
gaagagagaa ataaatgcaa ctgaaaaaag 
tggtattgat cctaggaatc caaattgtga 
acagtttcaa aatttgttgc ttcattttgt 
ggaatttcca gaagtacact caaaagcaaa 
tttgagtggg ttttctgatt gcgtcaagga 
tgatattgat tccaagaaaa tcgaaaagtt 
cattattagg actgtcagta ctttagcaca 



agagaggggt gctagtgcca atgaaaagga 144 0 
agcattggaa ggtcatacac aaattgtgaa 1500 
tgcgaaagct gatgaagctg gtgattccga 1560 
acatcttgat tgtgttaaag tgttactaga 1620 
tgatggattc accgctttaa ctaagattta 1680 
tgaaattatt caagttctag aagaagcaac 174 0 
agttcagttt gtatcagatg ctcctattgg 1800 
caactatttt gcagagctaa ttaaaggtaa 1860 
aaaagagaaa acagcagaat attttgttgc 1920 
tttaatttta gctgctagaa acggccacac 1980 
ccctacacct tttaatattg ataccgagtc 2040 
tattggacgc ggtcattttg aagttgtcga 2100 
caagacaaga aaaaaagatg ggttgaatgc 2160 
tgattcacgg gaagttagtg taataatgaa 2220 
tttgtctggt attccgtcaa gggtagtatc 2280 
cgtatcatca gacgaagatg acgtagtgga 2340 
taaaagtgct gaaaagaagc tggaggataa 24 0 0 
caatcggaaa ccccacgagt ctacaggtcg 2460 
aagaaagcgg aaacgtgaat ggtcagacga 252 0 
gtcaaagtct gatttgaaat tgaaatcact 2 5 80 
caccagtgaa agccattcag attcttttgc 2640 
acctgctcct ccgccaccac caccaccacc 2700 
agaacaaaaa atcaaagatg ctgaagaagc 2760 
aaagagggct cgaagagaaa tgtttttaaa 2 82 0 
agaagaagaa gaattgcgag cacaagaaga 288 0 
acaggagaga cttgctagag aagcagaaga 2 94 0 
ggggttgcga caacagttga cattagatca 3 0 00 
tgatggaaac ccaaatatct cggctgttga 3060 
cgacgataaa aagtatgctg ttgatttgca 3120 
caaggttatc aatactgtac aacctcatca 3180 
caaattgtgg aagctctttt tcaagtttat 3240 
tcaaagaagc tcaataacaa atggtcaaaa 3 3 00 
ggaggtagat ttagctgaag aatttttaaa 33 60 
agataaccaa attgatgtta gtttagagtc 3420 
tgatataata gttgatggaa atcttgaaat 3480 
tattcctcct catttgaata ctaggaaaga 3540 
cccactatgg tga 3583 



<210> 370 
<211> 1072 
<212> PRT 

<213> Candida albicans 
<400> 370 

Met Thr Leu Ser Ser Glu Ser Thr 
1 5 

Lys Ser Leu Lys Pro Thr lie Thr 
20 

Leu Lys Ser Ala Lys Thr Lys Ala 
35 40 



Lys Pro Ser Val Glu Glu Val Ser 
10 15 

Lys Lys Thr Ser Phe Thr Asp Tyr 
25 30 

Lys Glu Glu Lys Val Thr lie Glu 
45 



Lys Ser Asp Lys Thr lie 
50 



Asn Ser Glu Glu Arg Lys Thr Glu Pro He 
55 60 



:1 0 fl 3 OiO .A m .su :i. 2 m &CiP A 



371 



Gin Gin Ser Glu Gin Leu Leu Thr Asp Lys Lys Asp Asn Lys Ser Glu 
65 70 75 80 

Pro Asn Ser Glu Val Asn Leu Lys Asp Asn Asn Asp Asp Ser Lys Ala 
85 90 95 

Thr Ala Gly Cys Ala Leu Gly Pro Asp Lys Asn Thr Gly Lys Asn Asp 
100 105 110 

Ser Asp Lys Ser Glu Thr Thr Gin Pro Lys Leu Ala Arg Ser Glu Ser 
115 120 125 

Phe Ala Asp Thr Ser Leu Leu Ser Pro Val Asn Glu Ser Asp Thr Asp 
130 135 140 

Phe Asn Phe Asn Glu Leu Ala Glu lie Pro Glu Ala Lys Asp Gly Ser 
145 150 155 160 

Val Val Ala Ala Asn Val Ser Glu Asn lie Asp Glu Asn Glu Asn lie 
165 170 175 

Ser Glu Ala Glu Thr Val lie Ala Asp Asp Leu Pro Arg Leu Asp Glu 
180 185 190 

Gly Lys Lys Leu Leu Arg Glu Gin Thr Ala Asp Val Lys Arg His Lys 
195 200 205 

Leu Lys Lys Thr Lys Leu Asn Thr lie Phe Ser Ser Asp Glu Glu Glu 
210 215 220 

Glu Glu lie Gin Glu Pro Asp Phe Lys Leu Gin Glu Pro Glu Lys Leu 
225 230 235 240 

Pro Glu Asp Asp Gin His Pro Asp Phe Gin Asn Ser Lys Ala Thr Thr 
245 250 255 

Glu lie Ser Asn Asp Lys Thr Glu Val Asn Lys Pro Glu Val Lys Glu 
260 265 270 

Val Gly Glu Lys Glu Arg Asn His Gin Leu Glu Asp Arg Leu Pro lie 
275 280 285 

Lys Lys Glu Lys Met Arg Ser Glu Asn Ala Lys Thr Ser Glu Asn Gly 
290 295 300 

Val Ser Ser Lys Ser Glu Ser Lys lie Ser Lys Ser Lys Lys Leu Pro 
305 310 315 320 

Tyr Lys Val Lys Arg Asp Ser Ser Gly Arg Ser Leu Leu Gin Arg Ala 
325 330 335 

Cys Lys Lys Gly Asn Phe Ala Asp Val Gin Asp Tyr lie Glu Arg Gly 
340 345 350 

Ala Ser Ala Asn Glu Lys Asp Phe Cys Gly Phe Thr Cys Leu His Glu 
355 360 365 
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Ala Ala Leu Glu Gly His Thr Gin lie Val Lys Tyr Leu lie Glu Asn 
370 375 380 

Gly Ala Asn Val Asn Ala Lys Ala Asp Glu Ala Gly Asp Ser Glu Thr 
385 390 395 400 

Pro Leu lie Asp Ala Ala Glu Asn Lys His Leu Asp Cys Val Lys Val 
405 410 415 

Leu Leu Glu Asn Asp Ala Asp Pro Thr lie Phe Asn lie Asp Gly Phe 
420 425 430 

Thr Ala Leu Thr Lys lie Tyr Asn Glu His Glu Gly Glu Glu Gly Tyr 
435 440 445 

Asp Glu lie lie Gin Val Leu Glu Glu Ala Thr Ala Asn Tyr Asn Ser 
450 455 460 

Arg Leu Pro Arg Glu Val Gin Phe Val Ser Asp Ala Pro lie Gly Ser 
465 470 475 480 

Gly Pro lie Met Glu Asp Pro Asn Asp Asn Tyr Phe Ala Glu Leu lie 
485 490 495 

Lys Gly Lys Gly lie Tyr Lys Tyr Ala Ala Glu Asn Ser Lys Glu Lys 
500 505 510 

Thr Ala Glu Tyr Phe Val Ala Gly His Asn Leu Glu Gly Lys Pro Asp 
515 520 525 

lie Leu lie Leu Ala Ala Arg Asn Gly His Thr Glu Leu Val Asp lie 
530 535 540 

lie Leu Gly Leu Asn Pro Thr Pro Phe Asn lie Asp Thr Glu Ser Ser 
545 550 555 560 

Cys Gly Val Thr Ala Leu Leu Ala Ser lie Gly Arg Gly His Phe Glu 

565 570 575 

Val Val Asp Ser Leu Leu Ser Lys Gly Ala Asp Pro Phe Lys Thr Arg 
580 585 590 

Lys Lys Asp Gly Leu Asn Ala Leu Glu lie Ala Gin His Ser Pro His 
595 600 605 

Phe Asp Ser Arg Glu Val Ser Val lie Met Lys Phe Met Glu Lys Lys 
610 615 620 

Ser Gly Thr Lys lie Leu Ser Gly lie Pro Ser Arg Val Val Ser Arg 
625 630 635 640 

Ala Thr Ser Arg Ala Pro Ser Val Pro Val Ser Ser Asp Glu Asp Asp 
645 650 655 



Val Val Glu Glu Lys Glu lie Thr Ala His Thr Glu Asn Lys Ser Ala 
660 665 670 
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Glu Lys Lys Ser Glu Asp Lys lie Thr Lys Thr Val Asn Glu His Val 
675 680 685 

Ser Asn Arg Lys Pro His Glu Ser Thr Gly Arg Lys Leu Glu Lys Thr 
690 695 700 

His Ser Asn Glu Glu Arg Lys Arg Lys Arg Glu Trp Ser Asp Asp Glu 

705 710 715 720 

Pro Lys Glu Pro His Leu Leu Lys Lys Ser Lys Ser Asp Leu Lys Leu 
725 730 735 

Lys Ser Leu His Arg Glu Phe Thr Ser Asp Asp His His Thr Ser Glu 
740 745 750 

Ser His Ser Asp Ser Phe Ala Glu Lys Arg Lys His Leu Ser Ala Thr 
755 760 765 

Pro Pro Ala Pro Pro Pro Pro Pro Pro Pro Pro Pro Ser Gin Ala Val 
770 775 780 

He Lys Ala Gin Glu Glu Gin Lys He Lys Asp Ala Glu Glu Ala Arg 
785 790 795 800 

Leu Trp Gin Glu Lys Val Glu Ala Lys Lys Arg Ala Arg Arg Glu Met 
805 810 815 

Phe Leu Lys Ser Glu Lys Glu Lys Glu Gin Lys Arg Lys Glu Glu Glu 
820 825 830 

Glu Leu Arg Ala Gin Glu Glu Lys Arg He Ala Lys Ala Lys Gin Glu 
835 840 845 

Glu Gin Glu Arg Leu Ala Arg Glu Ala Glu Glu Lys Ser Lys Glu Leu 
850 855 860 

Glu Glu Lys Lys Val Gly Leu Arg Gin Gin Leu Thr Leu Asp His Tyr 
865 ' 870 875 880 

Pro Val Gly Leu Arg Tyr Cys Lys Phe Asp Gly Asn Pro Asn He Ser 
885 890 895 

Ala Val Asp Lys Phe Leu Pro Phe Tyr Val Phe Val He Asp Asp Lys 
900 905 910 

Lys Tyr Ala Val Asp Leu Gin Val Ser Leu He Thr Ser Thr Val Val 
915 920 925 

Ser Lys Val He Asn Thr Val Gin Pro His Gin Lys Arg Glu He Asn 
930 935 940 

Ala Thr Glu Lys Ser Lys Leu Trp Lys Leu Phe Phe Lys Phe He Gly 
945 950 955 960 



He Asp Pro Arg Asn Pro Asn Cys Asp Gin Arg Ser Ser He Thr Asn 
965 970 975 
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Gly Gin Lys Gin Phe Gin Asn Leu 
980 

Leu Ala Glu Glu Phe Leu Lys Glu 
995 1000 

Lys Asp Asn Gin lie Asp Val Ser 
1010 1015 

Asp Cys Val Lys Asp Asp lie lie 
1025 1030 

lie Asp Ser Lys Lys lie Glu Lys 
1045 

Arg Lys Asp lie lie Arg Thr Val 
1060 



Leu Leu His Phe Val Glu Val Asp 
985 990 

Phe Pro Glu Val His Ser Lys Ala 
1005 

Leu GXu Ser Leu Ser Gly Phe Ser 
1020 

Val Asp Gly Asn Leu Glu lie Asp 

1035 1040 

Phe lie Pro Pro His Leu Asn Thr 
1050 1055 

Ser Thr Leu Ala His Pro Leu Trp 
.065 1070 



<210> 371 
<211> 659 
<212> DNA 

<213> Candida albicans 



<400> 371 

tagtttcttt 

accaatgaaa 

atttgttttt 

tgtgagcatg 

gctatagacc 

tgcaccattc 

acttttgtcg 

aaggcgaaaa 

atagattaaa 

actgtgaaaa 

gtcgtaagag 



tggcggtata 
caataagatt 
gttcgtgtct 
caatgtcgca 
tattgcacgt 
gttctatttt 
attctcaaac 
aaaaaaaaaa 
gtaactaaag 
atccatttgt 
aaagtgtggt 



tcctcactca 
gattgataga 
cggtcattga 
tgcaaatatg 
gcgttagttt 
tctactgtga 
ctctctcaca 
taaacttgaa 
atgattgaac 
cgtaaatgtt 
cacaccaatc 



tgattgatgt 
tttggttgta 
ggttgggtaa 
atgtcgctca 
taaacctaaa 
ttgacgtaca 
ggcttggtag 
tattttggaa 
catccttgaa 
acgctagatt 
aattgagacc 



atttgcccac 
attaatctga 
attgtttttc 
attgcgacat 
aaaacaattt 
aaccttcaca 
gaatgaaaaa 
tccccttttt 
agctttagct 
gccaccaaga 
aaagaagaaa 



taaaaagaaa 
tgctttcaac 
ttttgagaat 
actacttagg 
tgtgcagtcg 
gttcacgcac 
aattttggta 
gattactaca 
tcaaaataca 
gccaccaact 
ttgaagtag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

659 



<210> 372 
<211> 52 
<212> PRT 

<213> Candida albicans 
<400> 372 

Met lie Glu Pro Ser Leu Lys Ala Leu Ala Ser Lys Tyr Asn Cys Glu 
15 10 15 



Lys Ser lie Cys Arg Lys Cys Tyr Ala Arg Leu Pro Pro Arg Ala Thr 
20 25 30 



Asn Cys Arg Lys Arg Lys Cys Gly His Thr Asn 
35 40 



Gin Leu Arg Pro Lys 
45 



J.d:Cl 30CI . .Ai22i&:Q:l 



375 



Lys Lys Leu Lys 
50 



<210> 373 
<211> 2297 
<212> DNA 

<213> Candida albicans 
<400> 373 

actcagcctt ttgaaattca cttttggtaa aaggatatgt aattgaatcc gcataatgga 60 
ctttctctaa ctccatattg ttgttcctac cctcttgcga tagagacttt gatcgtgaca 120 
ttttgtaagt ggtagaggta tgggtaagat tattttcacc accgttttcc tttagcaaat 180 
agtctaaagc attttctgaa ttgttgagtt tcggtacatc attagctatc ttttgtacaa 240 
ttgatttgct tctacctcta gtcatggaaa taacaagtta acagcgtgtt ttgttggttt 300 
gttggaacaa ataaatttgt ggtgtgtaat gtgtgtgttt gttttttttt tttaccagca 360 
ttttgtcttg ttctaaaaat gaaacagcgc aatgattctt ttcatagttt tttttttcca 420 
tacataactt ctgacgcgtg cactatatct gctaacatac tcggcaacaa caaagaaaga 4 80 
gaatttgaac taatccgaag atgaacgacc ccagagatga acaaattgac tccgatgatg 540 
tattaacaga agattcatct gatgaattga aggacttggt gcaggagttt gaattgaaat 600 
atgcagaatt aaagaagaac aaagccttga aaaaacgtcg ttcacagtca ccactggaag 660 
acatgctgaa taaacagaaa ccccatcaac cggaggtccc cagaacccca gaaaaagcta 72 0 
aagtccattt ggataaggta gtagaagaac caaagcaaag aatttttacc aagaaggagc 780 
ctcgggattc caagataaaa gaatcaaact tcttaaacaa actctacgag acaagtaata 84 0 
agcatgataa agaagatgcc cataaaatag atttcagtaa aagaaggttt gagtttcaat 90 0 
tggataagta tacttttacg ccaaaagacg ttgttgatga tttagaaccg atatccaagc 960 
tttacttgcg cagaagatac cttgcccaac tgcaaattgc cgacattatt gccgaaactg 1020 
atagcaacat gaaattcctt aaaattgaca agtttttagc gaaaacccat aaatcaaaca 1080 
actatgctga acccaagtat tgtaattggt gtcttgttgc ctttgtggtg cgcaaggacc 1140 
cagtgcaggt tgctgccaac aactctaaat acatcaagtt gaaggttgga aattttatga 1200 
attctgtaga cttgatgctt tttgataagg cttttcagaa aaacgggaaa atccaaccgg 1260 
gtgatttatt attcattttg aatccattga tcaacaagta tgaaatacaa gttggcaagg 1320 
gccagtttca gtctgggttc aatttgaaag tagaaaacac caatgtgtca agtattttag 1380 
agataggatc gttaagagat tttgggtttt gcaagtttac tagaaagcta gataatagca 144 0 
gatgcaaaag ggccatcaac acaaggacgc aagaattctg cgatatacat ttggatatga 1500 
agtttaagtc tagtacaaga atggaattaa atggaagtgt ttcgattaga tccccgcaaa 1560 
aaaacaagaa aaagatgtac atgaataaaa atgggtctgg ctttattaag caatataacg 1620 
aggagagtac tgttatagga acaagctacg gttctcctct tgatccaaaa aggtaccaag 1680 
acccgaaagt actccagaac caaatcaagc ggcgcaaact aatagacgac aaggcaaagg 174 0 
agatgcttga acaaaagcta tcgaaactag gttcggcttc attattgaac aatttacaat 1800 
tatctaagaa agaagcaaca gataaacttg cgagtgatcg tctgaagagc aaaggattca 1860 
ccaacacaat gatttcacat attgggtttg atccaacagg tacatctttg aaccaaaata 192 0 
gtaccctgct tggcagcaag ctgatggaaa aatctcgagc acgggaattg catgatttga 1980 
gtgttgaaac atctggtcat aagtcgttgt cttcgtctaa acaagatcgc cagtcgaaag 2 040 
ttgcaaaatg gaacacgaat atcagaactt tacaaaatta cgatcgacga gttgccagcc 2100 
actccttgag tacctctcgt cggttacaga atcttgtagg aaagcaaaca cacgctacac 2160 
tagtagataa aaggaaaaga gtggttgtct cagatgatga acaaccgggg atggaagaag 222 0 
atgaagaaga cattgaaatc cagtttgacg acgaaaagtc taagatgtcc tacatgaaaa 2 2 80 
tgactggagc caggtaa 2 2 97 



<210> 374 
<211> 598 
<212> PRT 

<213> Candida albicans 
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<400> 374 

Met Asn Asp Pro Arg Asp Glu Gin lie Asp Ser Asp Asp Val Leu Thr 

15 10 15 

Glu Asp Ser Ser Asp Glu Leu Lys Asp Leu Val Gin Glu Phe Glu Leu 
20 25 30 

Lys Tyr Ala Glu Leu Lys Lys Asn Lys Ala Leu Lys Lys Arg Arg Ser 
35 40 45 

Gin Ser Pro Ser Glu Asp Met Ser Asn Lys Gin Lys Pro His Gin Pro 
50 55 60 

Glu Val Pro Arg Thr Pro Glu Lys Ala Lys Val His Leu Asp Lys Val 
65 70 75 80 

Val Glu Glu Pro Lys Gin Arg lie Phe Thr Lys Lys Glu Pro Arg Asp 
85 90 95 

Ser Lys lie Lys Glu Ser Asn Phe Leu Asn Lys Leu Tyr Glu Thr Ser 
100 105 110 

Asn Lys His Asp Lys Glu Asp Ala His Lys lie Asp Phe Ser Lys Arg 
115 120 125 

Arg Phe Glu Phe Gin Leu Asp Lys Tyr Thr Phe Thr Pro Lys Asp Val 
130 135 140 

Val Asp Asp Leu Glu Pro lie Ser Lys Leu Tyr Leu Arg Arg Arg Tyr 
145 150 155 160 

Leu Ala Gin Ser Gin lie Ala Asp lie lie Ala Glu Thr Asp Ser Asn 
165 170 175 

Met Lys Phe Leu Lys lie Asp Lys Phe Leu Ala Lys Thr His Lys Ser 
180 185 190 

Asn Asn Tyr Ala Glu Pro Lys Tyr Cys Asn Trp Cys Leu Val Ala Phe 
195 200 205 

Val Val Arg Lys Asp Pro Val Gin Val Ala Ala Asn Asn Ser Lys Tyr 
210 215 220 

lie Lys Leu Lys Val Gly Asn Phe Met Asn Ser Val Asp Leu Met Leu 
225 230 235 240 

Phe Asp Lys Ala Phe Gin Lys Asn Gly Lys lie Gin Pro Gly Asp Leu 
245 250 255 

Leu Phe lie Leu Asn Pro Leu lie Asn Lys Tyr Glu lie Gin Val Gly 
260 265 270 

Lys Gly Gin Phe Gin Ser Gly Phe Asn Leu Lys Val Glu Asn Thr Asn 
275 280 285 



Val Ser Ser lie Leu Glu lie Gly Ser Leu Arg Asp Phe Gly Phe Cys 
290 295 300 
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Lys Phe Thr Arg Lys Leu Asp Asn Ser Arg Cys Lys Arg Ala lie Asn 

305 310 315 320 

Thr Arg Thr Gin Glu Phe Cys Asp lie His Leu Asp Met Lys Phe Lys 
325 330 335 

Ser Ser Thr Arg Met Glu Leu Asn Gly Ser Val Ser lie Arg Ser Pro 
340 345 350 

Gin Lys Asn Lys Lys Lys Met Tyr Met Asn Lys Asn Gly Ser Gly Phe 
355 360 365 

lie Lys Gin Tyr Asn Glu Glu Ser Thr Val lie Gly Thr Ser Tyr Gly 
370 375 380 

Ser Pro Leu Asp Pro Lys Arg Tyr Gin Asp Pro Lys Val Leu Gin Asn 
385 390 395 400 

Gin lie Lys Arg Arg Lys Leu lie Asp Asp Lys Ala Lys Glu Met Leu 
405 410 415 

Glu Gin Lys Leu- Ser Lys Leu Gly Ser Ala Ser Leu Leu Asn Asn Leu 
420 425- 430 

Gin Leu Ser Lys Lys Glu Ala Thr Asp Lys Leu Ala Ser Asp Arg Ser 
435 440 445 

Lys Ser Lys Gly Phe Thr Asn Thr Met lie Ser His lie Gly Phe Asp 
450 455 460 

Pro Thr Gly Thr Ser Leu Asn Gin Asn Ser Thr Ser Leu Gly Ser Lys 
465 470 475 480 

Ser Met Glu Lys Ser Arg Ala Arg Glu Leu His Asp Leu Ser Val Glu 
485 490 495 

Thr Ser Gly His Lys Ser Leu Ser Ser Ser Lys Gin Asp Arg Gin Ser 
500 505 510 

Lys Val Ala Lys Trp Asn Thr Asn lie Arg Thr Leu Gin Asn Tyr Asp 
515 520 525 

Arg Arg Val Ala Ser His Ser Leu Ser Thr Ser Arg Arg Leu Gin Asn 
530 535 540 

Leu Val Gly Lys Gin Thr His Ala Thr Leu Val Asp Lys Arg Lys Arg 
545 550 555 560 

Val Val Val Ser Asp Asp Glu Gin Pro Gly Met Glu Glu Asp Glu Glu 
565 570 575 

Asp lie Glu lie Gin Phe Asp Asp Glu Lys Ser Lys Met Ser Tyr Met 
580 585 590 



Lys Met Thr Gly Ala Arg 
595 
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<210> 375 
<211> 1499 
<212> DNA 

<213> Candida albicans 



<400> 375 

tttcttcatc 

taggtggcat 

tttttgagta 

caaaattgag 

cacttttgta 

tatagaatca 

tggttaaggg 

tggtaacgtc 

tacccttgaa 

cagacaaact 

cctccggcag 

ccagaaaact 

tagcagctgc 

gttcgaagcc 

ggaaacattg 

aaacagtcta 

gtaagatcat 

gggtcatttg 

atcataagga 

cggtcaaaga 

cttcgccgta 

ctgaaattga 

atatggttga 

tgaataaatt 

cggctatcaa 



aacttgctca 
caaggtaaag 
gatataacag 
aaaaccattt 
atgaatactg 
ggtcaatata 
attataaatc 
aggagaccgc 
acttaactta 
tcctacaaag 
tgtcaaatta 
tggcaaatcg 
ttatgccagc 
aactgttata 
gggagaggcc 
tccggtctat 
cacggaaatc 
ttcggtagga 
gataccagtg 
aggtaaagtt 
cctttcttcc 
tgacttggac 
gcctgcatgt 
tggtacatta 
caagtatatt 



aatgtctttg 
gagggagttt 
aactaccaaa 
atgcaagtcg 
taatgtagcc 
aaatgtttga 
aaactgagta 
gacatcaaat 
atgaaagagc 
cctccgtgca 
agaggcatgg 
aacgtagcag 
cagttttttg 
gaaaagttga 
gataactatt 
tgtcaccctt 
atcgatcaaa 
gggggtggct 
ttggcaattg 
gttcatttac 
aaggcattag 
gctgttaaag 
ggtgcatccg 
agtccagatg 
atagacgaat 



aaagtgaaag 
tggtatagtt 
agtgagccca 
tgtactggtg 
gacgtgggtt 
aatataacaa 
gtgcttttgt 
ggaattcaca 
cttccatcac 

gggtgttttt 

gacacttggt 
ttttttcgtc 
gagtatcgtg 
aatccttggg 
taactgattt 
ttgatgaccc 
agcaattacc 
tatacaacgg 
aaactaaaca 
aaaaagtgca 
caaactatat 
gtgttgttga 
ttgcatcagt 
atattatcat 
atagaagttt 



cttacttttt 
aggtttttga 
catctgttaa 
atattcttgg 
gaanaatata 
aatgtttcaa 
tcctaaaaaa 
caatcagtct 
tactaccttt 
caagaatgag 
tggccagtct 
atctggtggt 
cactgtggtg 
tgcagatgtc 
tgttattaaa 
attgttgtgg 
caactttgat 
aatagttgaa 
agcggccacg 
aactttggcc 
tgagcgtcct 
tgtatacgac 
gatgcacagg 
tgttgtcata 
attagaaaaa 



tggtttcgtt 
cttatttcct 
tcttgaaaag 
tcaattgcta 
tatttaagta 
tgtaaactga 
cccatcgtgg 
ccgaatttat 
gttgaggtta 
tatgagcagc 
atagatgtgg 
aatgcaggat 
ttgcctgaaa 
attattcatg 
aatcttgaca 
gagggtcata 
aaagttaagg 
ggtttggaaa 
tttcacgagg 
acttctttgg 
acagttcttg 
catttcggat 
caagatttat 
tgtggtggat 
gactcttga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1499 



<210> 376 
<211> 332 
<212> PRT 

<213> Candida albicans 
<400> 376 

Met Lys Glu Pro Ser lie Thr Thr Thr Phe Val Glu Val Thr Asp Lys 
15 10 15 

Leu Pro Thr Lys Pro Pro Cys Arg Val Phe Phe Lys Asn Glu Tyr Glu 

20 25 3 0 

Gin Pro Ser Gly Ser Val Lys Leu Arg Gly Met Gly His Leu Val Gly 
35 40 45 

Gin Ser lie Asp Val Ala Arg Lys Leu Gly Lys Ser Asn Val Ala Val 
50 55 60 



Phe Ser Ser Ser Gly Gly Asn Ala Gly Leu Ala Ala Ala Tyr Ala Ser 
65 70 75 80 
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Gin Phe Phe Gly Val Ser Cys Thr Val Val Leu Pro Glu Ser Ser Lys 
85 90 95 

Pro Thr Val lie Glu Lys Leu Lys Ser Leu Gly Ala Asp Val lie lie 
100 105 110 

His Gly Lys His Trp Gly Glu Ala Asp Asn Tyr Leu Thr Asp Phe Val 
115 120 125 

lie Lys Asn Leu Asp Lys Thr Val Tyr Pro Val Tyr Cys His Pro Phe 
130 135 140 

Asp Asp Pro Leu Leu Trp Glu Gly His Ser Lys lie lie Thr Glu lie 
145 150 155 160 

lie Asp Gin Lys Gin Leu Pro Asn Phe Asp Lys Val Lys Gly Val lie 

165 170 175 

Cys Ser Val Gly Gly Gly Gly Leu Tyr Asn Gly lie Val Glu Gly Leu 
180 185 190 

Glu Asn His Lys Glu lie Pro Val Leu Ala lie Glu Thr Lys Gin Ala 
195 200 205 

Ala Thr Phe His Glu Ala Val Lys Glu Gly Lys Val Val His Leu Gin 
210 215 220 

Lys Val Gin Thr Leu Ala Thr Ser Leu Ala Ser Pro Tyr Leu Ser Ser 
225 230 235 240 

Lys Ala Leu Ala Asn Tyr lie Glu Arg Pro Thr Val Leu Ala Glu lie 
245 250 255 

Asp Asp Leu Asp Ala Val Lys Gly Val Val Asp Val Tyr Asp His Phe 
260 265 270 

Gly Tyr Met Val Glu Pro Ala Cys Gly Ala Ser Val Ala Ser Val Met 
275 280 285 

His Arg Gin Asp Leu Leu Asn Lys Phe Gly Thr Leu Ser Pro Asp Asp 
290 295 300 

lie He He Val Val He Cys Gly Gly Ser Ala He Asn Lys Tyr He 
305 310 315 320 

He Asp Glu Tyr Arg Ser Leu Leu Glu Lys Asp Ser 
325 330 



<210> 377 
<211> 2564 
<212> DNA 

<213> Candida albicans 



<400> 377 

tttttgaaaa cagagaatga atgaacaatt gatgaccata gaaatgaagt gagaacacat 
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aaatctgcga cacttcacgt gataacaaca aagtgacatg aacaacaaat gtcgtt'tgta 120 
taatttgcga catttgttgt tcaagccaaa aaaagaaaga cagaaacaga aaaaagaaaa 18 0 
atctcaaagt tgccacgtaa gcacaattaa tctttttatg gttgtaacta tttctagtat 240 
attctacgta ataggtgagg tcctatatgc agtacacaca ggtttttttc acagatgttg 300 
acacagtgtt gaaaattatt cacgttgatt tataaatata caacttacct tccacggttt 360 
tttttttgat ttttgatttt ttgaattctt ctttcttttt tttgtcattt atttattaaa 420 
acattctctt gtaatacttt atttgataaa ttttacaaga tttaattaga tcaattagat 480 
tatagaatca tttcaatata atgagatcat cacaatcttc ttggttacca cgtattggtt 540 
tattatatgt ggcgttagtt atacttatac catttttggt ttcaccgaag cacgcatttg 600 
cggttgctgc agtgagcgat gatgaatcct cgacagataa ttatggtaca gtcattggta 660 
tagatttggg taccacttat tcctgtgttg gtgttatgaa aaacggtaag gttgaaattt 72 0 
tggccaacga tcaaggtaat agaatcactc catcatacgt gtcgttcaat ggcgatgaaa 780 
gattggttgg agacgctgcc aagaatcaag cttcctctaa tgtcaacaac actgttttcg 84 0 
atattaaaag attgattggt ttgaaatata atgatgacac tgtgcaaaag gaacttaaac 900 
atttgcctta caaaattgaa aataagggta acaaaccagt tgttaaagtt gaataccaag 960 
gtgaagaaaa aactttctcc cctgaagaaa tttcatctat ggttttgggt aaaatgaaga 1020 
gtattgctga agattacctt ggcaaaaaag ttactcatgc cgttgtcact gttccagctt 1080 
atttcaacga tgctcaaaga caagctacta aagatgccgg tactattgct ggtttgaacg 1140 
ttttgagaat tgtcaatgaa cctactgctg ccgctattgc ctatggatta gacaaaggcg 12 00 
accaagaaaa acaaattatt gtttacgatt tgggtggtgg tacttttgat gtttctttat 12 60 
tgtccattga aggtggtgtt ttcgaagtct tggctactgc tggtgatact cacttgggtg 132 0 
gtgaagattt tgatttcaag attgtcagat acttggccaa acaattcaag aagaagcaca 1380 
atattgatat cactgccaat tctaaagcca tttccaaatt gaagagagaa gccgaaaagg 144 0 
ccaagagaac tttatcttct caaatgagta ctagagttga aatcgactcc tttgttgatg 1500 
gtattgactt ttctgaaact ctttcaagag ccaagtttga agaattgaac attgctgctt 1560 
tcagaaagac tttgaaacca gttgaacaag tgttgaagga tggtggtgtc aagaaatccg 162 0 
atattgatga tattgttttg gttggtggtt ccaccagaat tccaaaagtt caagaattat 1680 
tggaaggatt ctttgatggt aaaaaggctt ctaaaggtat taacccagat gaagctgttg 1740 
cttatggtgc cgctgttcaa gcaggtgttt tgagtggtga agaaggtgtt gatgacattg 1800 
ttttgttgga tgttaaccca ttgactttag gtattgaaac ttctggtggg gttatgacca 1860 
ctttgatcaa gagaaacact gccatcccaa ccaagaaatc tcaaatcttc tcaactgctg 1920 
ctgataacca accaactgtt ttgatccaag tctatgaagg tgaaagaacc atggctaaag 1980 
acaacaacag attgggcaaa ttcgaattga ctggtattcc accagctcca agaggtgtcc 2 04 0 
cacaaattga agtcactttc tcattggatg ccaatggtat cttgaaagtt gaagctgctg 2100 
ataagggaac tggtaaatct gaatccatta ctatcaccaa cgaaaagggt agattatcca 2160 
aggatgaaat tgatagaatg gttgaagaag ctgaaaaata cgctcaacaa gatcaagaat 222 0 
tgaaagaaaa gattgaagct agaaactcat tagaaaacta tgctcatgtc ttgagaggtc 2280 
aattgagtga tacttctgaa accggtttag gttctaaatt ggatgacgat gacaaggaaa 2340 
ctttggatga cgctatcaag gaaactttag aatttattga agataacttt gatactgcta 2400 
ctgctgaaga atttgaagaa caaaaacaaa aattaattga cgttgctaac ccaatcacag 246 0 
caaaattata cggtggagct gctggtgaag gtgctggtgg cgctggggat gccaaattcg 2 520 
gtgatgatga ttcagatgat gaattcgatc acgatgaatt gtag 2 564 



<210> 378 
<211> 687 
<212> PRT 

<213> Candida albicans 
<400> 378 

Met Arg Ser Ser Gin Ser Ser Trp Leu Pro Arg lie Gly Leu Leu Tyr 
15 10 15 

Val Ala Leu Val lie Leu lie Pro Phe Leu Val Ser Pro Lys His Ala 
20 25 30 

Phe Ala Val Ala Ala Val Ser Asp Asp Glu Ser Ser Thr Asp Asn Tyr 



381 



35 



40 45 



Glv Thr val He Gly He Asp Leu Gly Thr Thr Tyr Ser Cys Val Gly 
50 55 60 

Val Met Lys Asn Gly Lys Val Glu He Leu Ala Asn Asp Gin Gly Asn 
65 70 75 80 

Arq He Thr Pro Ser Tyr Val Ser Phe Asn Gly Asp Glu Arg Leu Val 
85 90 

Gly Asp Ala Ala Lys Asn Gin Ala Ser Ser Asn Val Asn Asn Thr Val 
100 105 110 

Phe Asp He Lys Arg Leu He Gly Leu Lys Tyr Asn Asp Asp Thr Val 
115 120 125 

Gin Lys Glu Leu Lys His Leu Pro Tyr Lys He Glu Asn Lys Gly Asn 
130 ^ 135 ^. 140 

Lys Pro Val Val Lys Val Glu Tyr Gin Gly Glu Glu Lys Thr Phe Ser 
145 150 155 160 

Pro Glu Glu He Ser Ser Met Val Leu Gly Lys Met Lys Ser He Ala 
165 170 175 

Glu ASP Tyr Leu Gly Lys Lys Val Thr His Ala Val Val Thr Val Pro 
180 185 190 

Ala Tyr Phe Asn Asp Ala Gin Arg Gin Ala Thr Lys Asp Ala Gly Thr 
195 200 205 

He Ala Gly Leu Asn Val Leu Arg He Val Asn Glu Pro Thr Ala Ala 
210 215 220 

Ala He Ala Tyr Gly Leu Asp Lys Gly Asp Gin Glu Lys Gin He He 
225 230 235 240 

val Tyr Asp Leu Gly Gly Gly Thr Phe Asp Val Ser Leu Leu Ser He 
245 250 255 

Glu Gly Gly Val Phe Glu Val Leu Ala Thr Ala Gly Asp Thr His Leu 
260 265 270 

Gly Gly Glu Asp Phe Asp Phe Lys He Val Arg Tyr Leu Ala Lys Gin 
275 280 285 

Phe Lys Lys Lys His Asn He Asp He Thr Ala Asn Ser Lys Ala He 
290 295 300 

Ser Lys Leu Lys Arg Glu Ala Glu Lys Ala Lys Arg Thr Leu Ser Ser 
305 310 315 320 

Gin Met Ser Thr Arg Val Glu He Asp Ser Phe Val Asp Gly He Asp 
325 330 335 

Phe ser Glu Thr Leu Ser Arg Ala Lys Phe Glu Glu Leu Asn He Ala 
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340 345 350 

Ala Phe Arg Lys Thr Leu L.ys Pro Val Glu Gin Val Leu Lys Asp Gly 
■ 355 360 365 

Gly Val Lys Lys Ser Asp lie Asp Asp lie Val Leu Val Gly Gly Ser 
370 375 380 

Thr Arg lie Pro Lys Val Gin Glu Leu Leu Glu Gly Phe Phe Asp Gly 
385 390 395 400 

Lys Lys Ala Ser Lys Gly lie Asn Pro Asp Glu Ala Val Ala Tyr Gly 
405 410 415 

Ala Ala Val Gin Ala Gly Val Leu Ser Gly Glu Glu Gly Val Asp Asp 
420 425 430 

lie Val Leu Leu Asp Val Asn Pro Leu Thr Leu Gly lie Glu Thr Ser 
435 440 445 

Gly Gly Val Met Thr Thr Leu lie Lys Arg Asn Thr Ala lie Pro Thr 
450 455 460 

Lys Lys Ser Gin lie Phe Ser Thr Ala Ala Asp Asn Gin Pro Thr Val 
465 470 475 480 

Leu He Gin Val Tyr Glu Gly Glu Arg Thr Met Ala Lys Asp Asn Asn 
485 490 495 

Arg Leu Gly Lys Phe Glu Leu Thr Gly He Pro Pro Ala Pro Arg Gly 

500 505 510 

Val Pro Gin He Glu Val Thr Phe Ser Leu Asp Ala Asn Gly He Leu 
515 520 525 

Lys Val Glu Ala Ala Asp Lys Gly Thr Gly Lys Ser Glu Ser He Thr 
530 535 540 

He Thr Asn Glu Lys Gly Arg Leu Ser Lys Asp Glu He Asp Arg Met 
545 550 555 560 

Val Glu Glu Ala Glu Lys Tyr Ala Gin Gin Asp Gin Glu Leu Lys Glu 
565 570 575 

Lys He Glu Ala Arg Asn Ser Leu Glu Asn Tyr Ala His Val Leu Arg 
580 585 590 

Gly Gin Leu Ser Asp Thr Ser Glu Thr Gly Leu Gly Ser Lys Leu Asp 
595 600 605 

Asp Asp Asp Lys Glu Thr Leu Asp Asp Ala He Lys Glu Thr Leu Glu 
610 615 620 

Phe He Glu Asp Asn Phe Asp Thr Ala Thr Ala Glu Glu Phe Glu Glu 
625 630 635 640 



Gin Lys Gin Lys Leu He Asp Val Ala Asn Pro He Thr Ala Lys Leu 
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645 



650 



655 



Tyr Gly Gly Ala Ala Gly Glu Gly Ala Gly Gly Ala Gly Asp Ala Lys 
660 665 670 

Phe Gly Asp Asp Asp Ser Asp Asp Glu Phe Asp His Asp Glu Leu 

675 680 685 



<210> 379 
<211> 1346 
<212> DNA 

<213> Candida albicans 



<400> 379 

gccccatggt 

aacttgtgac 

ttgtaatctc 

ggcggcataa 

gccgtctctt 

taaaaggaag 

ttctataagt 

ttaggctgac 

tgatttgata 

taagcttgtt 

tcgtggattc 

taaatggtac 

gtattgacta 

cttatttacg 

gaggaaatgg 

ccagtatcgg 

aacaaaatga 

aatacccaga 

atgaaagagt 

gttatgatat 

atgagttggg 

taaatgatga 

gacactttgc 



gacagaaaag 
ctaactcatt 
ttaagattgt 
cagcaggttc 
gttcttttat 
tacagtatta 
aattgatctt 
agaaaaaaaa 
gagttgaagt 
tgtcggttac 
aaaatcagat 
acaacacgca 
taatgattta 
tcagttgggc 
taccatttta 
gggtatatgt 
gtcggcacca 
gaatcagttt 
gcatatttac 
aaaagaattg 
acaaattaca 
tggaacggtt 
aaacgatgaa 



tattgatcca 
ttcataaaat 
ctcgtcttca 
tggtatgtca 
tcttctaagg 
aagctcgaaa 
ggtcccccaa 
aatttagtac 
atgctgacag 
aaagccttac 
aaaatcatta 
gaatttattg 
attttgtatg 
atcaaaaaag 
tcaatacata 
aggacagaag 
aatccaaaaa 
tgtagcattt 
gatgggaaga 
atatcgttgg 
gatgagcaaa 
aattataaaa 
gaatag 



ggtttctttg 
tcttgtataa 
gtgtttgcag 
tcttcatcta 
aatgctttat 
ctcaattgca 
acaaaaagat 
ctgcca.ca.cc 
atcttacttc 
taaataatga 
gcataggcta 
ctttacaacg 
tgacagtgga 
taatatttgg 
gtgacatcac 
gaatccaact 
tcaaaaagaa 
caaaggatga 
tttttgaaat 
atatgatgca 
taattgaatt 
aaccaatagg 



aaggtttgta 
aattggtttc 
tggagctgct 
ctaagccgga 
gtagttctga 
acaaaagtct 
acagaggaga 
agtagctcca 
acactttcag 
gacaccagtg 
caattatacc 
atttggggaa 
gccttgtatt 
ttgtgggaat 
cttgcctaac 
attacgaaat 
cacagatatt 
atttatagag 
cactccatta 
aaaagttcca 
tcacaactta 
caaatataac 



atacgtttta 
tttgaattgt 
attgccagtc 
caatcccaaa 
cattcttgcg 
taattttttc 
aaggagggcc 
aacccatata 
tacatggcta 
tcatgtatag 
aaccactctc 
caaaaactga 
atgtgtgcat 
gatagattcg 
gcagcttat t 
ttttatattc 
gagagtaagg 
ttttacggaa 
caaaacaagg 
tttctagagg 
tttttcaaca 
agtaaaaaga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1346 



<210> 380 
<211> 281 
<212> PRT 

<213> Candida albicans 
<400> 380 

Met Ser Thr Asp Leu Thr Ser His Phe Gin Tyr Met Ala lie Ser Leu 
15 10 15 

Phe Val Gly Tyr Lys Ala Leu Leu Asn Asn Glu Thr Pro Val Ser Cys 
20 25 30 



lie Val Val Asp Ser Lys Ser Asp Lys lie lie Ser lie Gly Tyr Asn 
35 40 45 



Tyr Thr Asn 



His 



Ser Leu Asn Gly Thr Gin His 



Ala Glu Phe lie Ala 
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50 55 60 

Leu Gin Arg Phe Gly Glu Gin Lys Ser Ser lie Asp Tyr Asn Asp Leu 
65 70 75 80 

lie Leu Tyr Val Thr Val Glu Pro Cys lie Met Cys Ala Ser Tyr Leu 
85 90 95 

Arg Gin Leu Gly lie Lys Lys Val lie Phe Gly Cys Gly Asn Asp Arg 
100 105 110 

Phe Gly Gly Asn Gly Thr lie Leu Ser lie His Ser Asp lie Thr Leu 
115 120 125 

Pro Asn Ala Ala Tyr Ser Ser lie Gly Gly lie Cys Arg Thr Glu Gly 
130 135 140 

lie Gin Leu Leu Arg Asn Phe Tyr lie Gin Gin Asn Glu Ser Ala Pro 
145 150 , 155 160 

Asn Pro Lys lie Lys Lys Asn Thr Asp lie Glu Ser Lys Glu Tyr Pro 

165 170 175 

Glu Asn Gin Phe Cys Ser lie Ser Lys Asp Glu Phe lie Glu Phe Tyr 
180 185 190 

Gly Asn Glu Arg Val His lie Tyr Asp Gly Lys lie Phe Glu lie Thr 
195 200 205 

Pro Leu Gin Asn Lys Gly Tyr Asp lie Lys Glu Leu lie Ser Leu Asp 
210 215 220 

Met Met Gin Lys Val Pro Phe Leu Glu Asp Glu Leu Gly Gin lie Thr 
225 230 235 240 

Asp Glu Gin lie lie Glu Phe His Asn Leu Phe Phe Asn lie Asn Asp 
245 250 255 

Asp Gly Thr Val Asn Tyr Lys Lys Pro lie Gly Lys Tyr Asn Ser Lys 
260 265 270 

Lys Arg His Phe Ala Asn Asp Glu Glu 
275 280 



<210> 381 
<211> 1504 
<212> DNA 

<213i> Candida albicans 

<400> 381 

ctttatctaa ttgatttaaa taattattaa cattagtacc aataaatgct ttaccacaac 60 
cttgccaaac tttttcattt gattgggtat tacatatttt atttaattta gcatttgtag 120 
tatcaattat tgttaaattt gtcatggctc gatcaagttg taaattaccc atggataatt 180 
ctgcttgaga tttatttaat tgattatcca tttcaagtag gactttttgt aatgcttctt 240 
gattcatgat taaatgagac gagtgtgtgt gtatgggcga tgaagctgaa ggttttgcag 3 00 
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^tgtggtgtc 
agttttggaa 
agaaaaaaaa 
accatccccc 
ctattccaat 
taaaaaccct 
aaactaatag 
ataatgaaac 
gattcccatt 
ggactcattt 
ctagagctat 
aaatgttagc 
gtcttatatt 
tttatcgtcc 
atttaatccc 
taagaggtaa 
taccaattta 
gtggaattac 
aatttaataa 
aattaggaaa 
atga 



tataagagta 
tggaagcccc 
aaaaattgaa 
cccctccaaa 
tgccactatt 
tactccatct 
attagctaaa 
tcaaaaatat 
agaattacca 
acctgatatt 
agatttgagt 
attggaagat 
tgctaccaac 
attaattaat 
tcgacaaaaa 
taaacaagat 
tgatttaatt 
tttattaaga 
aaattccatt 
tttagaaact 



atttgatgtg 
aagaagaaca 
cagaaagatt 
atgcttagat 
caatatagac 
ttaggaataa 
actggtacta 
gaaattcaat 
atcaataaaa 
aaagtgaaat 
caacaacatt 
attaaattac 
aaagaatgtg 
gaatttaatg 
tctattgaat 
gaaaccactc 
gccttggaga 
tcaaatgtta 
gatgaagatt 
atttatcaaa 



aaaaatatac 
acagggaaat 
catcctttta 
ttactaggac 
aatttactta 
ataataccat 
gattttggaa 
tagatgggaa 
aacaattggc 
caagtacttt 
tgagtgatat 
aaatgttaag 
atggtaaatt 
aatttttcac 
tgaaatattt 
aattagttgt 
aaacaatctt 
atgatattga 
attatcataa 
ctgaagaatg 



aatctataat 
taaaaataaa 
gatcaaacga 
tactgcttgg 
ttccactata 
tgaatccaat 
aaaaggtgaa 
aactctacgc 
atatttaatt 
accattaaca 
gaagacagaa 
atatcttgat 
aagaaaaaga 
aatttatgct 
agattgtgaa 
attggattgg 
aactactaaa 
aactttaaaa 
aactttagaa 
gggtgaagta 



cagtatgttc 
aaggtgttgg 
aatatatctt 
aaattaagat 
tgttatcaat 
ataccttcag 
gttaaattca 
acaccacttg 
gctcatgaat 
gctttagcca 
aaagctgaag 
actgatactt 
caagaagaaa 
cataataaaa 
actgatggat 
ttaaatcaat 
tcatttttat 
gaattatatc 
gaattagttg 
gaagatactc 



360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1504 



<210> 382 

<211> 334 

<212> PRT 

<213> Candida albicans 



<400> 382 

Met Leu Arg Phe Thr Arg Thr Thr 
1 5 



Ala Trp Lys Leu 

10 



Arg Ser lie Pro 
15 



lie Ala Thr lie Gin Tyr Arg Gin 
20 



Phe Thr Tyr Ser 
25 



Thr lie Cys Tyr 
30 



Gin Leu Lys Thr Leu Thr Pro Ser 
35 40 



Leu Gly lie Asn 



Asn Thr lie Glu 
45 



Ser Asn lie Pro Ser Glu Thr Asn 
50 55 



Arg Leu Ala Lys 
60 



Thr Gly Thr Arg 



Phe Trp Lys Lys Gly Glu Val Lys 
65 70 

Glu lie Gin Leu Asp Gly Lys Thr 
85 

Leu Glu Leu Pro lie Asn Lys Lys 
100 



Phe Asn Asn Glu 
75 

Leu Arg Thr Pro 
90 

Gin Leu Ala Tyr 
105 



Thr Gin Lys Tyr 
80 

Leu Gly Phe Pro 
. 95 

Leu lie Ala His 
110 



Glu Trp Thr His Leu Pro Asp lie 
115 120 



Lys Val Lys Ser 



Ser Thr Leu . Pro 
125 



Leu Thr Ala Leu Ala Thr Arg Ala 
130 135 



lie Asp Leu Ser 
140 



Gin Gin His Leu 



Ser Asp Met Lys Thr Glu Lys Ala Glu Glu Met Leu Ala Leu Glu Asp 
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145 150 155 160 

lie Lys Leu Gin Met Leu Arg Tyr Leu Asp Thr Asp Thr Cys Leu He 
165 170 175 

Phe Ala Thr Asn Lys Glu Cys Asp Gly Lys Leu Arg Lys Arg Gin Glu 
180 185 190 

Glu He Tyr Arg Pro Leu He Asn Glu Phe Asn Glu Phe Phe Thr He 
195 200 205 

Tyr Ala His Asn Lys Asn Leu He Pro Arg Gin Lys Ser He Glu Leu 
210 215 220 

Lys Tyr Leu Asp Cys Glu Thr Asp Gly Leu Arg Gly Asn Lys Gin Asp 
225 230 235 240 

Glu Thr Thr ^Gln Leu Val Val Leu Asp Trp Leu Asn Gin Leu Pro He 
245 250 255 

Tyr Asp Leu He Ala Leu Glu Lys Thr He Leu Thr Thr Lys Ser Phe 
260 265 270 

Leu Cys Gly He Thr Leu Leu Arg Ser Asn Val Asn Asp He Glu Thr 
275 280 285 

Leu Lys Glu Leu Tyr Gin Phe Asn Lys Asn Ser He Asp Glu Asp Tyr 
290 295 300 

Tyr His Lys Thr Leu Glu Glu Leu Val Glu Leu Gly Asn Leu Glu Thr 

305 310 315 320 

He Tyr Gin Thr Glu Glu Trp Gly Glu Val Glu Asp Thr His 
325 330 



<210> 383 
<211> 3689 
<212> DNA 

<213> Candida albicans 
<400> 383 

tatttatata taatctaaca acaagtacta tcccttaacc tattagctca atgtcattct 60 
tcattaaaca agagatatgg taattgttga ttagacaaca gttgggtatc catttgtatt 120 
ggaacgcttt ttttaaactg ctgttttatt gtaaaaatta ttgtcgtctt tcttcataac 180 
attatttgta acagtctcta actgtattgt tgggctgaca gtagagtatt gcggtcattt 240 
ttaggagtga ttataattct ctgtgagaaa cgcaagcaac aaaaaaagaa caaaggaaac 3 00 
acaatcatga ttaattatat taatagtaga aactcaaggg tgagctagat gactgagcgt 360 
gcgagaaaaa aaaaaaaaca tcatccaaag tttaaacaaa gtattctttt tttttttcaa 42 0 
ttttacaacc aaagataaat aactacacaa cacccaacat tacagccaaa accacatatc 480 
tgtgcaatat ttacgctcca atggattcaa acccgtgtca agacgtatcg ggtgatacca 540 
gtagcacacc aatggccaac aataatccca ctaatgacag cacaatctcc tctcagaacc 600 
attctaaaac tggcttgaga aaacaccaac aacaacacta ccaccaacac ctgcacctgc 660 
aaatgcattc tcattcacag cagtcacctt atattaatca attggaatac tttaccaata 720 
accagttttc acgctctttc aatagtttaa ttttggagga tgccaatgat gccaacacca 780 
acaatagttc aacaacaacc ttaaataaga aaaccattaa caagtcacca ccattcaata 840 
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tcaagcagga 
cgatagaaga 
ttgaagatcc 
tcgatagctt 
atctgcacgt 
tatctaacaa 
attccaattt 
tgaacgaaat 
agccggacat 
ggccacacaa 
catcatcaac 
aaggattcaa 
tgactccaga 
gagcttatac 
catcatctac 
agcattatga 
tttctgcatc 
gaaaatctag 
cttctgtggc 
gtcccttatt 
cagctttcaa 
aactacctcc 
ttgtacctcc 
atatatattc 
ctactacgaa 
gaaggaataa 
ttttcccttc 
aattagtttt 
agaaactgct 
agagtccatt 
tagataaatc 
tgtcatttgc 
ctgatagtat 
tgtctgttta 
tcaagtatat 
agtttgctat 
aacgagaaat 
tgcaagaaca 
ataattacta 
aggaaaataa 
taaatgggtt 
acatttttat 
tgcctatact 
tgattaatga 
tggagatcgc 
gtggagactt 
acaatccaaa 
caggaggcaa 



cttattaaac 
tggagacgtc 
tgaagcagtg 
caatattata 
acggaagcca 
ctcacaaagt 
gaaaacggtt 
agatgttgca 
atttgctgct 
gttggttagt 
cacatcttcg 
aatgtttaaa 
aaaaccgaaa 
cccaacccat 
actgaattca 
tattgacaat 
ttcaattatt 
taatccaata 
tgaaacaggg 
tgatgataaa 
ttcctcgggg 
agaaacacca 
atatagcagt 
ccatattcca 
caacaacaac 
ttcttatgat 
ttcggaattg 
caattctgac 
actaccgaat 
gttgaagttt 
aaatgcaact 
aaagaatagt 
aattgctcaa 
tccttcaaag 
tggatcggga 
caaaagaact 
tgaagcattg 
agaagaaggg 
ctatataatg 
acattacaaa 
aaaatttatt 
cacttttgaa 
agaaaaggac 
caaaatttat 
tgctaatata 
gagtgatgct 
taccaatagc 
tggtagtgct 



gatagtatcg 
acaacaacag 
cagtacaccc 
tctagcaagc 
tccgaagaag 
tcaattaaga 
gatggaggta 
gtggcaccta 
ataactgcag 
caatcgcctt 
ccacagtcta 
aatgcaaata 
atggtatcta 
acatctaccc 
acaacggcag 
gactgtgaca 
atttatcaag 
ccataccctc 
aaagggtcaa 
gagaataaag 
ttggtcaaaa 
atcaaaagaa 
ggatttgctg 
tgtcaaaatc 
actcaacagc 
gccagtagta 
aaaaaggagc 
attgaactag 
cagcaccatc 
gacactgaga 
aaacgagaaa 
tttaagaaac 
cgcatagata 
atagatgaac 
gcattttcca 
aaaaaaccac 
agagtgttga 
aaagagtatc 
acagaattct 
attgatgaat 
catctgaaaa 
gggtcattga 
tttgatcttg 
actccgtttg 
attttaccag 
ggccgattat 
aatatcagtg 
ggtgattga 



acacgtttct 
acgacgatca 
caactttgaa 
atagaaagag 
atacgtcatc 
gatcgtcaaa 
aaattcccga 
acgatttttc 
caaacgggaa 
ccccgtcgtc 
acttgcattc 
gagacgcgat 
aaatatttgg 
caatggctgt 
caataacatc 
gtccgtcaaa 
atgaaaatca 
cgaccgaacc 
ctacaactaa 
cttcttatca 
agaatagcat 
atccattaat 
aaggaaaaga 
aacgttttcc 
atcatgatag 
gcactatcaa 
aggtgcttca 
atgataacat 
aacatcactt 
aagatggaag 
ttagcgaacc 
ctatgaataa 
ttatgccatc 
atttaattga 
ttgcttttga 
ttattggaaa 
caagcattaa 
tagtttattt 
gtgaaggtgg 
ttagaatttg 
attatttaca 
aaattggtga 
aaggagatcg 
cagatatttt 
ataatggaac 
caagtgataa 
gcagtggaag 



tgataactcc 
cgattttgat 
tatcttgaaa 
caatagtcag 
atcgatggct 
gtatttgaat 
tgaaatagat 
atcaccacta 
ttccaataat 
aaagaataag 
accttccaag 
aatgtcgtca 
caagtcagca 
ctcatcactc 
tacaagtcca 
aaatagaaaa 
tatcaagtca 
actaccgaca 
aagcaaccta 
gtttgttaaa 
aagtggtctg 
gattttaaat 
tgtaatgggt 
tggcagcgtg 
tgatctttct 
taacacaagt 
gcgaccacaa 
aataccagaa 
acccctttac 
aaggaatttg 
accttcaaca 
tgctgaaaga 
gttagatgaa 
aaagtttgga 
atgtttattt 
attggagaaa 
agaagatgaa 
cattgaggcc 
tacattattt 
gaagatccta 
tttggattta 
tttcggattg 
taattatatt. 
cagtcttgga 
gccatggcgt 
tatttcaatg 
tagaagtggt 



aacacggaaa 
gatgaagata 
tccaaaaaag 
attacctaca 
acaataaggt 
ttatctattg 
gacattagtt 
tcagcaagaa 
caatttaaaa 
tttcgcatat 
ttgggactga 
agcagagtta 
aaaataaggc 
aaccctcctt 
gcagctgatg 
ctgtctaata 
aatcatgcta 
aatatttctg 
tctaagggtt 
ccattgcaaa 
ctggacagga 
accaacaaag 
gatcaacatg 
aatcccaaca 
attgaagttg 
tatatcaaaa 
gaagatttag 
acaccaacaa 
acgcaatcca 
tcaatagtct 
ccaatcaata 
ggtgatgacc 
gttgactcag 
atgaagaata 
aataacgaaa 
caaactataa 
gcaactaata 
tgggatttta 
gatttcttag 
attgaaattc 
aaaccagcaa 
gctactaaat 
gccccggaat 
ttgattatat 
aaattgagaa 
tttttacaac 
agtggcagta 



900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3689 



<210> 384 
<211> 1062 
<212> PRT 

<213> Candida albicans 
<400> 384 

Met Asp Ser Asn Pro Cys Gin Asp Val Ser Gly Asp Thr Ser Ser Thr 



388 



15 10 15 

Pro Met Ala Asn Asn Asn Pro Thr Asn Asp Ser Thr lie Ser Ser Gin 
20 25 30 

Asn His Ser Lys ^Thr Gly Leu Arg Lys His Gin Gin Gin His Tyr His 
35 40 45 

Gin His Ser His Ser Gin Met His Ser His Ser Gin Gin Ser Pro Tyr 
50 55 60 

lie Asn Gin Leu Glu Tyr Phe Thr Asn Asn Gin Phe Ser Arg Ser Phe 
65 70 75 80 

Asn Ser Leu lie Leu Glu Asp Ala Asn Asp Ala Asn Thr Asn Asn Ser 
85 90 95 

Ser Thr Thr Thr Leu Asn Lys Lys Thr lie Asn Lys Ser Pro Pro Phe 
100 105 110 

Asn lie Lys Gin Asp Leu Leu Asn Asp Ser lie Asp Thr Phe Leu Asp 
115 120 125 

Asn Ser Asn Thr Glu Thr lie Glu Asp Gly Asp Val Thr Thr Thr Asp 
130 135 140 

Asp Asp His Asp Phe Asp Asp Glu Asp lie Glu Asp Pro Glu Ala Val 
145 150 155 160 

Gin Tyr Thr Pro Thr Leu Asn lie Leu Lys Ser Lys Lys Val Asp Ser 

165 170 175 

Phe Asn lie lie Ser Ser Lys His Arg Lys Ser Asn Ser Gin lie Thr 
180 185 190 

Tyr Asn Ser His Val Arg Lys Pro Ser Glu Glu Asp Thr Ser Ser Ser 
195 200 205 

Met Ala Thr lie Arg Leu Ser Asn Asn Ser Gin Ser Ser lie Lys Arg 
210 215 220 

Ser Ser Lys Tyr Leu Asn Leu Ser lie Asp Ser Asn Leu Lys Thr Val 
225 230 235 240 

Asp Gly Gly Lys lie Pro Asp Glu lie Asp Asp lie Ser Leu Asn Glu 
245 250 255 

lie Asp Val Ala Val Ala Pro Asn Asp Phe Ser Ser Pro Leu Ser Ala 
260 265 270 

Arg Lys Pro Asp lie Phe Ala Ala lie Thr Ala Ala Asn Gly Asn Ser 
275 280 285 

Asn Asn Gin Phe Lys Arg Pro His Lys Leu Val Ser Gin Ser Pro Ser 
290 295 300 



Pro Ser Ser Lys Asn Lys Phe Arg lie Ser Ser Ser Thr Thr Ser Ser 
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305 310 315 320 

Pro Gin Ser Asn Leu His Ser Pro Ser Lys Leu Gly Ser Lys Gly Phe 
325 330 335 

Lys Met Phe Lys Asn Ala Asn Arg Asp Ala lie Met Ser Ser Ser Arg 
340 345 350 

Val Met Thr Pro Glu Lys Pro Lys Met Val Ser Lys lie Phe Gly Lys 
355 360 365 

Ser Ala Lys lie Arg Arg Ala Tyr Thr Pro Thr His Thr Ser Thr Pro 
370 375 380 

Met Ala Val Ser Ser Leu Asn Pro Pro Ser Ser Ser Thr Ser Asn Ser 
385 390 395 400 

Thr Thr Ala Ala lie Thr Ser Thr Ser Pro Ala Ala Asp Glu His Tyr 
405 410 415 

Asp lie Asp Asn Asp Cys Asp Ser Pro Ser Lys Asn Arg Lys Ser Ser 
420 425 430 

Asn lie Ser Ala Ser Ser lie lie He Tyr Gin Asp Glu Asn His He 
435 440 445 

Lys Ser Asn His Ala Arg Lys Ser Ser Asn Pro He Pro Tyr Pro Pro 
450 455 460 

Thr Glu Pro Leu Pro Thr Asn He Ser Ala Ser Val Ala Glu Thr Gly 
465 470 475 480 

Lys Gly Ser Thr Thr Thr Lys Ser Asn Leu Ser Lys Gly Cys Pro Leu 
485 490 495 

Phe Asp Asp Lys Glu Asn Lys Ala Ser Tyr Gin Phe Val Lys Pro Leu 
500 505 510 

Gin Thr Ala Phe Asn Ser Ser Gly Leu Val Lys Lys Asn Ser He Ser 
515 520 525 

Gly Ser Ser Asp Arg Lys Leu Pro Pro Glu Thr Pro He Lys Arg Asn 
530 535 540 

Pro Leu Met He Leu Asn Thr Asn Lys Val Val Pro Pro Tyr Ser Ser 
545 550 555 560 

Gly Phe Ala Glu Gly Lys Asp Val Met Gly Asp Gin His Asp He Tyr 
565 570 575 

Ser His He Pro Cys Gin Asn Gin Arg Phe Pro Gly Ser Val Asn Pro 
580 585 590 

Asn Thr Thr Thr Asn Asn Asn Asn Thr Gin Gin His His Asp Ser Asp 
595 600 605 

Leu Ser He Glu Val Gly Arg Asn Asn Ser Tyr Asp Ala Ser Ser Ser 
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610 615 620 

Thr lie Asn Asn Thr Ser Tyr lie Lys lie Phe Pro Ser Ser Glu Leu 
625 630 635 640 

Lys Lys Glu Gin Val Leu Gin Arg Pro Gin Glu Asp Leu Glu Leu Val 
645 650 655 

Phe Asn Ser Asp lie Glu Leu Asp Asp Asn He He Pro Glu Thr Pro 
660 665 670 

Thr Lys Lys Ser Leu Leu Pro Asn Gin His His Gin His His Leu Pro 
675 680 685 

Leu Tyr Thr Gin Ser Lys Ser Pro Leu Leu Lys Phe Asp Thr Glu Lys 
690 695 700 

Asp Gly Arg Arg Asn Leu Ser lie Val Leu Asp Lys Ser Asn Ala Thr 
705 710 715 720 

Lys Arg Glu He Ser Glu Pro Pro Ser Thr Pro He Asn Met Ser Phe 
725 730 735 

Ala Lys Asn Ser Phe Lys Lys Pro Met Asn Asn Ala Glu Arg Gly Asp 
740 745 750 

Asp Pro Asp Ser He He Ala Gin Arg He Asp He Met Pro Ser Leu 
755 760 765 

Asp Glu Val Asp Ser Val Ser Val Tyr Pro Ser Lys He Asp Glu His 
770 775 780 

Leu He Glu Lys Phe Gly Met Lys Asn lie Lys Tyr He Gly Ser Gly 
785 790 795 800 

Ala Phe Ser He Ala Phe Glu Cys Leu Phe Asn Ash Glu Lys Phe Ala 
805 810 815 

He Lys Arg Thr Lys Lys Pro Leu He Gly Lys Leu Glu Lys Gin Thr 
820 825 830 

He Lys Arg Glu He Glu Ala Leu Arg Val Leu Thr Ser He Lys Glu 
835 840 845 

Asp Glu Ala Thr Asn Met Gin Glu Gin Glu Glu Gly Lys Glu Tyr Leu 
850 855 860 

Val Tyr Phe He Glu Ala Trp Asp Phe Asn Asn Tyr Tyr Tyr He Met 
865 870 875 880 

Thr Glu Phe Cys Glu Gly Gly Thr Leu Phe Asp Phe Leu Glu Glu Asn 
885 890 895 

Lys His Tyr Lys He Asp Glu Phe Arg lie Trp Lys He Leu He Glu 
900 905 910 

He Leu Asn Gly Leu Lys Phe He His Ser Lys Asn Tyr Leu His Leu 
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915 



920 



925 



Asp Leu Lys Pro Ala Asn lie Phe lie Thr Phe Glu Gly Ser Leu Lys 
930 935 940 

lie Gly Asp Phe Gly Leu Ala Thr Lys Leu Pro lie Leu Glu Lys Asp 
945 950 955 960 

Phe Asp Leu Glu Gly Asp Arg Asn Tyr lie Ala Pro Glu Leu lie Asn 

965 970 975 

Asp Lys lie Tyr Thr Pro Phe Ala Asp lie Phe Ser Leu Gly Leu lie 
980 985 990 

lie Leu Glu lie Ala Ala Asn lie lie Leu Pro Asp Asn Gly Thr Pro 
995 1000 1005 

Trp Arg Lys Leu Arg Ser Gly Asp Leu Ser Asp Ala Gly Arg Leu Ser 
1010 1015 1020 

Ser Asp Asn lie Ser Met Phe Leu Gin His Asn Pro Asn Thr Asn Ser 
1025 1030 1035 1040 

Asn lie Ser Gly Ser Gly Ser Arg Ser Gly Ser Gly Ser Thr Gly Gly 
1045 1050 1055 . 

Asn Gly Ser Ala Gly Asp 
1060 



<210> 385 
<211> 887 
<212> DNA 

<213> Candida albicans 



<400> 385 

agtcaagaat 

tttttcagca 

tgaattgtct 

attttttttt 

acctgcatat 

gctctttctc 

ctaacaaaat 

agaaacagaa 

aatatcaagt 

cagtctttta 

accttgcaaa 

tgctggaaca 

tcactcattt 

aaaagcaaaa 

acaatgctaa 



tttatgatga 
ttgttgatgg 
gttgataaaa 
ttcctccttc 
tataaatctt 
actcactcac 
ctcactcctg 
aaaaaaaatt 
aactttaaag 
ttgggtgatt 
tgaaatcagt 
aagacgagag 
cttatagtct 
cagaccattg 
aagaagacac 



ctttggagga 
cgtttaaagc 
agaaaccgtg 
ctcactgtaa 
tctgaaaaaa 
acttattaat 
tgcctaaaca 
tcaagcaaaa 
atgcctgtat 
attataataa 
tgaccatttt 
aactagacaa 
caaaaatcat 
ccacaatgga 
tggagaagaa 



tggtctgatt 
atcagctaag 
aaaaggaagt 
cagtagtaaa 
tttttttccc 
gaatgaaagg 
cacacagacc 
attttttcca 
gtacaataac 
atggcagatg 
gaaataatgg 
ctcagatata 
tcagaactaa 
tcagattgag 
ctaagttggg 



aagacttgtc 
acggaggttc 
attgtgaaaa 
cacactagtt 
tgtatttttg 
tttggtgtct 
cacacgcaaa 
tctagatttt 
agtgttataa 
agaaatatat 
accattagca 
atagaacatc 
acaaaagtta 
aactgacaac 
tatctaa 



ttttaccagt 
tagtcatggt 
atcgattgat 
acaactgatg 
taattctttc 
acaaactcca 
cctttctctc 
ctttcttcag 
tgatgtcttt 
tggataataa 
atacccagat 
catactaact 
gctaaggctc 
aaaatcagat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

887 



<210> 386 
<211> 51 
<212> PRT 
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<213> Candida albicans 
<400> 386 

Met Pro Ser Gin Lys Ser Phe Arg 
1 5 

Gin Lys Gin Asn Arg Pro Leu Pro 
20 

Asn Lys lie Arg Tyr Asn Ala Lys 
35 40 

Leu Gly He 
50 



Thr Lys Gin Lys Leu Ala Lys Ala 
10 15 

Gin Trp He Arg Leu Arg Thr Asp 
25 30 

Arg Arg His Trp Arg Arg Thr Lys 
45 



<210> 387 
<211> 893 
<212> DNA 

<213> Candida albicans 

<400> 387 

gatttcattt gcaaggttta 
cacccaataa aagactgaaa 
taaagttact tgatattctg 
tttttttttc tgtttctgag 
gagtgagatt ttgttagtgg 
agtgagtgag aaagagcgaa 
atttataata tgcaggtcat 
ggaggaaaaa aaaaaatatc 
tatcaacaga caattcaacc 
tcaacaatgc tgaaaaaact 
tcataaaatt cttgactgtc 
atgatcacag atccggtaaa 
tcattcaacc aagattcaac 
tgccagctag acaattcggt 
aagaagctag aagaaagcac 



ttatccaata tatttctcat 
gacatcatta taacactgtt 
aagaaagaaa atctagatgg 
agaaaggttt gcgtgtgggt 
agtttgtaga caccaaacct 
agaattacaa aaatacaggg 
cagttgtaac tagtgtgttt 
aatcgatttt tcacaatact 
atgactagaa cctccgtctt 
ggtaaaagac aagtcttaat 
atgcaaaaac acggttacat 
attgttgttc aattaaatgg 
gtcaaaatca acgacattga 
tacgttatct taaccacttc 
gtttctggta aaatcttagg 



ctgccattta ttataataat 60 
attgtacata caggcatctt 120 
aaaaaatttt tgcttgaaat 180 
ctgtgtgtgt ttaggcacag 240 
ttcattcatt aataagtgtg 300 
aaaaaaattt tttcagaaag 3 60 
actactgtta cagtgaggaa 42 0 
tccttttcac ggtttctttt 480 
agctgatgct ttaaacgcca 540 
cagaccatcc tccaaagtca 600 
tggtgaattc gaatacattg 660 
tagattaaac aaatgtggtg 72 0 
aagatggact gacaacttgt 7 80 
tgctggtatc atggaccacg 84 0 
tttcgtttac tag 893 



<210> 388 
<211> 130 
<212> PRT 

<213> Candida albicans 
<400> 388 

Met Thr Arg Thr Ser Val Leu Ala Asp Ala Leu Asn Ala He Asn Asn 
15 10 15 

Ala Glu Lys Thr Gly Lys Arg Gin Val Leu He Arg Pro Ser Ser Lys 
20 25 30 

Val He He Lys Phe Leu Thr Val Met Gin Lys His Gly Tyr He Gly 
35 40 45 

Glu Phe Glu Tyr He Asp Asp His Arg Ser Gly Lys He Val Val Gin 
50 55 60 
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Leu Asn Gly Arg Leu Asn Lys Cys 
65 70 

Val Lys lie Asn Asp lie Glu Arg 
85 

Arg Gin Phe Gly Tyr Val lie Leu 
100 

His Glu Glu Ala Arg Arg Lys His 
115 120 

Val Tyr 
130 



Gly Val lie Gin Pro Arg Phe Asn 
75 80 

Trp Thr Asp Asn Leu Leu Pro Ala 
90 95 

Thr Thr Ser Ala Gly He Met Asp 
105 110 

Val Ser Gly Lys He Leu Gly Phe 
125 



<210> 389 
<211> 4619 
<212> DNA 

<213> Candida albicans 

<400> 389 

caacgacaac aacaataaga agaatctttt 
ttaatagaag cctaaaaatt gcttgaattg 
cgcgttatat tacttatcct ttctgtaatt 
ttgttttctc tttctgcctc cctctgccac 
ctgccaaaaa aaaaaattga gttctctctc 
aaaaaaaaac atcaaaatta agattcaagc 
tgaaattaca atccttgaat ttacaacttc 
caataattaa ttgaattatt ctataaacca 
tttgttccca taattgtgtc atgcctgaca 
atgcaaagga aattgtgact acaaatgaaa 
atgtcgataa tgaactccct caaggtgaat 
acaaccttgc atccaaacgt caattaatca 
aaggaacaga acgttacatc atccctcaaa 
tcgataattt tagtgatttg aaagatcaac 
atgaacaagg taatttatat cccgagaatg 
cagaagtatt tcaacatttg ggtgaatggt 
ctatcattat taatccagac accaaagaaa 
gggttcatca attaggtaaa aagacgcaac 
gcaaccacaa tcatcatcac catggtcatc 
aaacaagcac ttttcataga ttaatggatg 
gaaaatcgac gaaagatttt aggatttggt 
atttgatttc aatacaaact tttatgtttg 
atatgcttga ggatgctttg aaagatcacg 
tagaagcaaa agaaaaacat caaacagaat 
ctaacgcata tgaagaagta tcacagggtg 
acacatgtta tatgaactcg gctttacaat 
atttttttta caacatttat aaaaaagaat 
gagatgttgc caatgcattt ggttcacttt 
gttctagtat atctcctcga gaattcaaat 
ctgggtatct tcaacaagat tctcaagagt 
aggatttgaa tagaattcac caaaaaccat 
aaattgatga cccccaagcc atcaccaaac 
caagaaacga ctcggtgata attgatttat 



ccagatattg taaaatcctt atattaaatg 60 
atagatttgc tgattctttt gctagaaaca 120 
tcttgatctc tgtttgaatc aacaacgcct 180 
ccccagttta tttgtttgct tgtcgacgtg 240 
tcttttttac aacagagaag agacaaagaa 3 00 
tttttttttt agttttttta acaacaaaat 360 
atattcagct ctaaatacta ataattataa 420 
ctgatatttg attttatctt tttatttttg 480 
atatagaaga tcgatccgag ataccttctg 540 
ttgaagcaac agattcagaa catacaacaa 600 
ccaatgaaca aacaggagat gactcaaatg 660 
atgatttatt acacaatgat cattttgaag 72 0 
atttcttaca tgaatttttg aatttaccaa 780 
ttggtcctat tgatttccac tcattactta 840 
aagaaccagt cactttttgt catgtatcgc 900 
ttggaatatt gggccaacca attattagag 960 
aacagattga aagattcccg ccattatttt 102 0 
caacatactt gcgacaccgt cataatggaa 1080 
acgattcacc aataccagta ttgctttcca 1140 
ttatacgtta taatgttctt aaagcaccac 1200 
ttattgtccc acaagataaa ggcttacagt 1260 
atatctccaa aaaaactttg gtttcaccaa 1320 
gtattgtggc cagttcctat aatataatgg 13 8 0 
ttcctattga tcaatttatt ttatctcatt 1440 
gtggacacct tggattatca aacatgggga 150 0 
gtttattaca cgttcctgaa atcaactatt 1560 
tgaattttga caaccccttg ggatatcatg 1620 
taaaacaagc atttgatcac gtgaaaaata 1680 
caactattgg gagatattcc tcgatgtttt 1740 
tgttgagttg gctattagat gctcttcatg 1800 
attgtgaaaa gcccgaattg aaagatgacg 1860 
ttgccaatac ttgctggaat caacataagg 192 0 
ttactgggtt gtatcaatct acattaatct 1980 
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gtcctgattg tggtaagaaa tccataactt ttgatccctt taatgattta actttacctt 2040 
tacccatcag taagaaatgg tatcacacat ttacaattgt tgatttgtcc aatcaaggcg 2100 
ttataccgga aaggataatg aagttggaag ttgagttgaa taaaacatcc aatttcgatg 2160 
atttacttag ctatttgagt aatttcttga atgttccatc tactgagttg tttgcttatg 2220 
agatttttca aaatgcaatc tatagtgact tccaattaga ttacaccaag aacaagtttt 2280 
tacctatcag tgatattatc agagatacag atgatgttat agtgtacatt gttccacata 2340 
accctgccgt tgacatcatt gtgccagtgt tcaatgccgt tgaagatgct gatagttcat 2400 
atcaaatggt taattttttt ggaatcccat tatttgtggt gatgaataaa gaagtcgatg 24 60 
tcaatagttt tggttttatt agaaagaaat tattagaaac agtttcttta ttgagtaaaa 2 52 0 
ttgatttggt tgatgaatat gaaaaaataa aaaggagtaa tgaagattac gttgaaaaag 2 5 80. 
tattttacaa aaaactggat ttccctgcat tgtcacagcc attagaaacc tccgattgtg 2640 
aaaaaaacaa caataatact agcgacaacg acgacgatga ggatgctgac aacgatgaag 2700 
gctatgatag tgaagtgtct ttggctaacc cataccttgg agctaatttt gggttcaaaa 2760 
tcatgtatgt tcatgactat agccctaaat tgaattctaa ccttcgtagc aggtacaatc 2 82 0 
atgaccaaac aaccaaattc aaacaaacag agagagttat taatgttcct acacacaaac 2 8 80 
ctacttttag cgatttcaaa cctttatcgg accaattatc agaatcaaaa cgcaactatt 2940 
atttttatcc tgattataaa aagatggatg atgagatgga ccaattggtg gaggaagtga 3000 
accaaaattt ggcagagcaa ngagaagcga gatcatcggg gtcagaaaat agtagtagag 3 060 
cactggaaga acaagatgga tttgtattaa taaataaaga ggatactctc aagcaacaat 3120 
caactgtacc tgctgctgct gaaacggtac ctccaccatt acctgttaga aataatactg 3180 
gagttcacat cccgtcatcc gatgaagaaa cagaaagtga agctaatttg ggaagtttgt 324 0 
ttgattcaac atcaaacttg ccgttgcctc caccatctac atattccgaa tcaacaaaac 3 3 00 
cttcgaatgt aaactcccct atggaaagta actttgaaag ttcatcagca gacttgaatt 3360 
ctggtacaac attgatatcg aaggacacag ttttgttatg tgattgggat aaggaaattt 3420 
atcaaaaatg ctttggtgat aaagaattac aagcatggga aaacatatcg aatttaccga 3480 
atccagaatt ggagaaaaat agagctcatt ttgaaagaca aagaaaagct aaaattacat 3 54 0 
tatctgattg tcttaagagt ttcagtaccc ctgaaatttt aggtgaacat gatttatggt 3600 
attgtccacg ttgtactgaa cataaacgtg ccacaaagac aatccaactt tggtcaacgg 3 660 
gtgatatcct cactattcat ttgaaaagat ttcatagtgc tcgtgcattt agtgataaga 372 0 
ttgatgtttt ggttgatttc ccaattgaag gtttagatat aagttcgtat gttgccaata 3780 
ctgatttgac acctgaagat tgtttatacg acttgattgc cgttgataat cattatggtg 3840 
ggttaggagg tggtcattac actgcctcgg taaagaattt cagagatgat aaatggtatt 3 900 
attttaatga tagtcgagtc actgaaatta ataatcctca agaagtcgta gctaattctg 3960 
cgtacctttt attttaccgt cgaagaagtt cgaaaggagc tggtattttg ggaggagaaa 4 02 0 
actttatcga cttgcttcaa aaaggtcgag aggaatactc tgagagtttg caaaagaaaa 4080 
gattggttct tcaaaatgtt ggccaaatag tcaatacgta tgccaaaatt gaacaagata 414 0 
taattgataa agaaacagag aaacagaaag aggaacaaga acaggaacag gaacaggaac 4200 
aggaacagga acaagagcaa gagcaagagc cagttcaaga gccagatcaa gaacaagagc 4260 
cagatcaaga gccagatcaa gatcaagatc aagagccaga tcaagagcca gatcaagatc 4320 
aagagcagaa tgaaacaata aaaaaatcta gaccattcga tgaactcaaa ccatcaacta 4380 
gtgaaacaaa taaccaacaa caaacaactc agttcaactt tgatgatgaa gataatgatt 4440 
acgattatga agcagaagta gaagattcca atattcgcaa acaaagatta ctttcaaaagf 4500 
aaaataacag caataaattg gtgcatatta aaagcaatgg tcgccaagaa gtcacttcat 4560 
caccagtacc aattgaaact gatggtgaca ctgatgtaac tgattccaat tcaacatag 4619 



<210> 390 
<211> 1372 
<212> PRT 

<213> Candida albicans 
<400> 390 

Met Pro Asp Asn lie Glu Asp Arg Ser Glu lie Pro Ser Asp Ala Lys 
1 5 10 15 



Glu He Val Thr Thr Asn Glu He Glu Ala Thr Asp Ser Glu His Thr 
20 25 30 
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Thr Asn Val Asp Asn Glu Leu Pro Gin Gly Glu Ser Asn Glu Gin Thr 
35 40 45 

Gly Asp Asp Ser Asn Asp Asn Leu Ala Ser Lys Arg Gin Leu lie Asn 
50 55 60 

Asp Leu Leu His Asn Asp His Phe Glu Glu Gly Thr Glu Arg Tyr lie 
65 70 75 80 

lie Pro Gin Asn Phe Leu His Glu Phe Leu Asn Leu Pro lie Asp Asn 
85 90 95 

Phe Ser Asp Leu Lys Asp Gin Leu Gly Pro lie Asp Phe His Ser Leu 
100 105 110 

Leu Asn Glu Gin Gly Asn Leu Tyr Pro Glu Asn Glu Glu Pro Val Thr 
115 120 125 

Phe Cys His Val Ser Pro Glu Val Phe Gin His Leu Gly Glu Trp Phe 
130 135 140 

Gly lie Leu Gly Gin Pro lie lie Arg Ala lie lie lie Asn Pro Asp 
145 150 155 160 

Thr Lys Glu Lys Gin lie Glu Arg Phe Pro Pro Leu Phe Trp Val His 
165 170 175 

Gin Leu Gly Lys Lys Thr Gin Pro Thr Tyr Leu Arg His Arg His Asn 
180 185 190 

Gly Ser Asn His Asn His His His His Gly His His Asp Ser Pro lie 
195 200 205 

Pro Val Leu Leu Ser Lys Thr Ser Thr Phe His Arg Leu Met Asp Val 
210 215 220 

lie Arg Tyr Asn Val Leu Lys Ala Pro Arg Lys Ser Thr Lys Asp Phe 
225 230 235 240 

Arg lie Trp Phe lie Val Pro Gin Asp Lys Gly Leu Gin Tyr Leu lie 
245 250 255 

Ser lie Gin Thr Phe Met Phe Asp lie Ser Lys Lys Thr Leu Val Ser 
260 265 270 

Pro Asn Met Leu Glu Asp Ala Leu Lys Asp His Gly lie Val Ala Ser 
275 280 285 

Ser Tyr Asn lie Met Val Glu Ala Lys Glu Lys His Gin Thr Glu Phe 
290 295 300 

Pro lie Asp Gin Phe He Leu Ser His Ser Asn Ala Tyr Glu Glu Val 
305 310 315 320 



Ser Gin Gly Gly Gly His Leu Gly Leu Ser Asn Met Gly Asn Thr Cys 
325 330 335 



396 



Tyr Met Asn Ser Ala Leu Gin Cys Leu Leu His Val Pro Glu lie Asn 
340 345 350 

Tyr Tyr Phe Phe Tyr Asn lie Tyr Lys Lys Glu Leu Asn Phe Asp Asn 
355 360 365 

Pro Leu Gly Tyr His Gly Asp Val Ala Asn Ala Phe Gly Ser Leu Leu 
370 375 380 

Lys Gin Ala Phe Asp His Val Lys Asn Ser Ser Ser lie Ser Pro Arg 
385 390 395 400 

Glu Phe Lys Ser Thr lie Gly Arg Tyr Ser Ser Met Phe Ser Gly Tyr 
405 410 415 

Leu Gin Gin Asp Ser Gin Glu Leu Leu Ser Trp Leu Leu Asp Ala Leu 
420 425 430 

His Glu Asp Leu Asn Arg lie His Gin Lys Pro Tyr Cys Glu Lys Pro 
435 440 445 

Glu Leu Lys Asp Asp Glu lie Asp Asp Pro Gin Ala lie Thr Lys Leu 
450 455 460 

Ala Asn Thr Cys Trp Asn Gin His Lys Ala Arg Asn Asp Ser Val lie 
465 470 475 480 

lie Asp Leu Phe Thr Gly Leu Tyr Gin Ser Thr Leu lie Cys Pro Asp 
485 490 495 

Cys Gly Lys Lys Ser lie Thr Phe Asp Pro Phe Asn Asp Leu Thr Leu 
500 505 510 

Pro Leu Pro lie Ser Lys Lys Trp Tyr His Thr Phe Thr lie Val Asp 
515 520 525 

Leu Ser Asn Gin Gly Val lie Pro Glu Arg lie Met Lys Leu Glu Val 
530 535 540 

Glu Leu Asn Lys Thr Ser Asn Phe Asp Asp Leu Leu Ser Tyr Leu Ser 
545 550 555 560 

Asn Phe Leu Asn Val Pro Ser Thr Glu Leu Phe Ala Tyr Glu lie Phe 
565 570 575 

Gin Asn Ala lie Tyr Ser Asp Phe Gin Leu Asp Tyr Thr Lys Asn Lys 
580 585 590 

Phe Leu Pro lie Ser Asp lie lie Arg Asp Thr Asp Asp Val lie Val 
595 600 605 

Tyr lie Val Pro His Asn Pro Ala Val Asp lie lie Val Pro Val Phe 
610 615 620 



Asn Ala Val Glu Asp Ala Asp Ser Ser Tyr Gin Met Val Asn Phe Phe 
625 630 635 640 
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Gly He Pro Leu Phe Val Val Met Asn Lys Glu Val Asp Val Asn Ser 

645 650 655 

Phe Gly Phe He Arg Lys Lys Leu Leu Glu Thr Val Ser Leu Leu Ser 
660 665 670 

Lys He Asp Leu Val Asp Glu Tyr Glu Lys He Lys , Arg Ser Asn Glu 
675 680 685 

Asp Tyr Val Glu Lys Val Phe Tyr Lys Lys Ser Asp Phe Pro Ala Leu 
690 695 700 

Ser Gin Pro Leu Glu Thr Ser Asp Cys Glu Lys Asn Asn Asn Asn Thr 
705 710 715 720 

Ser Asp Asn Asp Asp Asp Glu Asp Ala Asp Asn Asp Glu Gly Tyr Asp 
725 730 735 

Ser Glu Val Ser Leu Ala Asn Pro Tyr Leu Gly Ala Asn Phe Gly Phe 
740 745 750 

Lys He Met Tyr Val His Asp Tyr Ser Pro Lys Leu Asn Ser Asn Leu 
755 760 765 

Arg Ser Arg Tyr Asn His Asp Gin Thr Thr Lys Phe Lys Gin Thr Glu 
770 775 780 

Arg Val He Asn Val Pro Thr His Lys Pro Thr Phe Ser Asp Phe Lys 
785 790 795 800 

Pro Leu Ser Asp Gin Leu Ser Glu Ser Lys Arg Asn Tyr Tyr Phe Tyr 
805 810 815 

Pro Asp Tyr Lys Lys Met Asp Asp Glu Met Asp Gin Leu Val Glu Glu 
820 825 830 

Val Asn Gin Asn Leu Ala Glu Gin Xaa Glu Ala Arg Ser Ser Gly Ser 
835 840 845 

Glu Asn Ser Ser Arg Ala Ser Glu Glu Gin Asp Gly Phe Val Leu He 
850 855 860 

Asn Lys Glu Asp Thr Leu Lys Gin Gin Ser Thr Val Pro Ala Ala Ala 
865 870 875 880 

Glu Thr Val Pro Pro Pro Leu Pro Val Arg Asn Asn Thr Gly Val His 
885 890 895 

He Pro Ser Ser Asp Glu Glu Thr Glu Ser Glu Ala Asn Leu Gly Ser 
900 905 910 

Leu Phe Asp Ser Thr Ser Asn Leu Pro Leu Pro Pro Pro Ser Thr Tyr 

915 920 925 



Ser Glu Ser Thr Lys Pro Ser Asn Val Asn Ser Pro Met Glu Ser Asn 
930 935 940 
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Phe Glu Ser Ser Ser Ala Asp Leu Asn Ser Gly Thr Thr Leu He Ser 
945 950 955 960 

Lys Asp Thr Val Leu Leu Cys Asp Trp Asp Lys Glu He Tyr Gin Lys 
965 970 975 

Cys Phe Gly Asp Lys Glu Leu Gin Ala Trp Glu Asn He Ser Asn Leu 
980 985 990 

Pro Asn Pro Glu Leu Glu Lys Asn Arg Ala His Phe Glu Arg Gin Arg 
995 1000 1005 

Lys Ala Lys He Thr Leu Ser Asp Cys Leu Lys Ser Phe Ser Thr Pro 
1010 1015 1020 

Glu He Leu Gly Glu His Asp Leu Trp Tyr Cys Pro Arg Cys Thr Glu 
1025 1030 1035 1040 

His Lys Arg Ala Thr Lys Thr He Gin Leu Trp Ser Thr Gly Asp He 
1045 1050 1055 

Leu Thr He His Leu Lys Arg Phe His Ser Ala Arg Ala Phe Ser Asp 
1060 1065 1070 

Lys He Asp Val Leu Val Asp Phe Pro He Glu Gly Leu Asp He Ser 
1075 1080 1085 

Ser Tyr Val Ala Asn Thr Asp Leu Thr Pro Glu Asp Cys Leu Tyr Asp 
1090 1095 1100 

Leu He Ala Val Asp Asn His Tyr Gly Gly Leu Gly Gly Gly His Tyr 
1105 1110 1115 1120 

Thr Ala Ser Val Lys Asn Phe Arg Asp Asp Lys Trp Tyr Tyr Phe Asn 
1125 1130 1135 

Asp Ser Arg Val Thr Glu He Asn Asn Pro Gin Glu Val Val Ala Asn 
1140 1145 1150 

Ser Ala Tyr Leu Leu Phe Tyr Arg Arg Arg Ser Ser Lys Gly Ala Gly 
1155 1160 1165 

He Leu Gly Gly Glu Asn Phe He Asp Leu Leu Gin Lys Gly Arg Glu 
1170 1175 1180 

Glu Tyr Ser Glu Ser Leu Gin Lys Lys Arg Leu Val Leu Gin Asn Val 
1185 1190 1195 1200 

Gly Gin He Val Asn Thr Tyr Ala Lys He Glu Gin Asp He He Asp 
1205 1210 1215 

Lys Glu Thr Glu Lys Gin Lys Glu Glu Gin Glu Gin Glu Gin Glu Gin 

1220 1225 1230 

Glu Gin Glu Gin Glu Gin Glu Gin Glu Gin Glu Pro Val Gin Glu Pro 
1235 1240 1245 
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Asp Gin Glu Gin Glu Pro Asp Gin Glu Pro Asp Gin Asp Gin Asp Gin 
1250 1255 1260 

Glu Pro Asp Gin Glu Pro Asp Gin Asp Gin Glu Gin Asn Glu Thr He 
1265 1270 1275 1280 

Lys Lys Ser Arg Pro Phe Asp Glu Leu Lys Pro Ser Thr Ser Glu Thr 
1285 1290 1295 

Asn Asn Gin Gin Gin Thr Thr Gin Phe Asn Phe Asp Asp Glu Asp Asn 
1300 1305 1310 

Asp Tyr Asp Tyr Glu Ala Glu Val Glu Asp Ser Asn He Arg Lys Gin 
1315 1320 1325 

Arg Leu Leu Ser Lys Glu Asn Asn Ser Asn Lys Leu Val His He Lys 
1330 1335 1340 

Ser Asn Gly Arg Gin Glu Val Thr Ser Ser Pro Val Pro He Glu Thr 
1345 1350 1355 1360 

Asp Gly Asp Thr Asp Val Thr Asp Ser Asn Ser Thr 
1365 1370 



<210> 391 
<211> 2693 
<212> DNA 

<213> Candida albicans 
<400> 391 

ttcatttcct aaattcaaat gaattatcat 
atggtagtga atgggattta gaaatcattc 
aaactaaatc atttactggt gaattagaat 
acaccaccac cactgccact aaacatgaat 
atgaatcata tattaatcct aaatcattaa 
aattaattgg tgaattaatt aaaattaatc 
tcaaaattta taataattta attcatgatt 
tatttaaatt cactcaagct tataattatt 
atcatcaata tcatttaaaa tcaactttat 
ataccattaa tcatattgat aatgattatg 
atgatttgga gaaacaaaat aatactacag 
acgatgaaga agaagaggaa gaagaaactc 
cacattttaa tgttaaacaa caattaaaaa 
ttataaatct ttctgaatta aaatcattta 
tttgtaaaaa atttgataaa acttgtggtt 
ttttacctca atattctcga gtatttgaaa 
tgaatcaaat tattaaaatt tatgcctttt 
ctaaagaaga tttggataat ataaaatttg 
tatttgaaag aaataccgtt tggaaagatt 
ttgatttaga taattctgtg gttcaaaata 
attcaatgat gaatttatcc atgaaaagaa 
ttaaatatga tcatattgat attccacaat 
ttattattgt cattgttttc attatattat 
aaggtcgttg tttagcagta ttagttgctg 



caccaatgcc accatcattt tctattaact 60 
aaactagttt agataatcjaa aaagaatcag 12 0 
atacttcaac ttcttccaat ggtgaacatg 180 
tgatattaca acaaattttg aattctaatg 240 
catttgatcc attaaaaatt ttcactaaac 300 
aattttacaa ttcaaaagaa tcggaaattt 3 60 
tacaaaatca aaatattaat attgatgatg 42 0 
ccgatccaaa tataataaat actgatgatc 4 80 
caagaacagt tactaatgct agtgtatttg 54 0 
ataataataa taacaaccaa aagaataatt 600 
ttgcaattca tgatgatgat gattcagaag 660 
atagtcatga ttcagtatta cttaatcata 720 
tcacattaaa acgtaaagcc attacattat 780 
ttgaattgaa tagaattgga ttcacgaaaa 84 0 
attcaattaa acaagatttt attaatgaat 900 
atgataccat tgaagaatta gattataaat 960 
tatcaaataa attaactact caatcaacaa 1020 
aattaagatc ttatttacgt gatcatattg 1080 
tattatcatt agaaaagaaa tcttataata 1140 
ataaaatggg tgatgaaggt catataatta 12 00 
ttaatttacc acaatgcctt aaaaaattga 1260 
ttttattaac tactcaaatg cttaaaatta 1320 
tagcagtgaa aacttttaat gatccagttc 1380 
ctgccatgct ttgggcttca gaagcattac 1440 
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ctttatacac tacagcttta ttaatcccac ttttggttgt tacttgtaaa gtttgtaaaa 1500 

ctccgggaac cgatgatcca atggatgcca ccaaggcatc acaatatatt tttgggacaa 1560 

tgtggaattc cacaattatg atattaattg gtgggtttac attagctgct gcattatcaa 162 0 

aatataatct tgccaaaata ttatcatcat atattttagc attagcaggt acaaatccaa 1680 

gaaatgtatt attggcaatc atgtgtgtat cattatttct ttccatgtgg atttctaatg 1740 

ttgctgcccc cgttttatgt ttttcattaa ttcaaccagt tttaagaagt atccccacag 1800 

attcccccgt tgctaaagca ttagtgttag ggatcgcttt ggcgtctgat gttgctggta 1860 

tggcttcacc aattgcatct ccacaaaatg ttattgctct tgaatcaatg aatcctaatc 1920 

caggttgggg gaaatggttt gctgtggcat tacctgtggc aatcattagt ttaattttaa 1980 

tttgggtgga attattcatg acgtttaaaa tcaataatgt taaaatcaaa caattcaaac 2040 

caattaaaga aaaattaacc atgaaacaat ggtttgtatt tgccgtcact ataactacta 2100 

ttcttttatg gtgtgttatg caaaaaattg atggaacatt tggtgaatca ggtataatca 2160 

cttgtatccc aattgtatta tttttcggta ccggtttatt aaaagttgat gatttaaata 222 0 

attatccttg gtcaattgtt atgttagcca tgggtggtat tgcattaggg aaagccgtta 22 8 0 

cttcttcagg tttattgaaa actattgctt tagcattaca aaaacgaatt atgcattatg 2340 

atgccattgt tgtattaatc atttttggag cattaatttt ggtggtagct acatttgtaa 2400 

gtcatactgt atcagcactt attattatcc ccttggttaa agaagttgga gattcattac 2460 

ctaaacctca tccattaatg cttattatgg gtgtagcttt aattgcttca ggggcaatgg 2520 

gattaccaac ttcaggattc cctaatgtga cggcaattgg tatgagagat gaagttggta 25 8 0 

aaccttattt gacggttaat ttatttatta ctagaggggt tccggcaagt ataattgttt 264 0 

atgtttgtat tatcaccatt ggttatggta ttatgtcatc attgaacttt taa 2693 



<210> 392 
<211> 896 
<212> PRT 

<213> Candida albicans 
<400> 392 

His Phe Leu Asn Ser Asn Glu Leu Ser Ser Pro Met Pro Pro Ser Phe 
15 10 15 

Ser lie Asn Tyr Gly Ser Glu Trp Asp Leu Glu He He Gin Thr Ser 
20 25 30 

Leu Asp Asn Glu Lys Glu Ser Glu Thr Lys Ser Phe Thr Gly Glu Leu 
35 40 45 

Glu Tyr Thr Ser Thr Ser Ser Asn Gly Glu His Asp Thr Thr Thr Thr 
50 55 60 

Ala Thr Lys His Glu Leu lie Leu Gin Gin He Leu Asn Ser Asn Asp 
65 70 75 80 

Glu Ser Tyr He Asn Pro Lys Ser Leu Thr Phe Asp Pro Leu Lys He 
85 90 95 

Phe Thr Lys Gin Leu He Gly Glu Leu He Lys He Asn Gin Phe Tyr 
100 105 110 

Asn Ser Lys Glu Ser Glu lie Phe Lys He Tyr Asn Asn Leu He His 
115 120 125 

Asp Leu Gin Asn Gin Asn He Asn He Asp Asp Val Phe Lys Phe Thr 
130 135 140 



Gin Ala Tyr Asn Tyr Ser Asp Pro Asn He He Asn Thr Asp Asp His 
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145 150 155 160 

His Gin Tyr His Leu Lys Ser Thr Leu Ser Arg Thr Val Thr Asn Ala 
165 170 175 

Ser Val Phe Asp Thr lie Asn His lie Asp Asn Asp Tyr Asp Asn Asn 
180 185 190 

Asn Asn Asn Gin Lys Asn Asn Tyr Asp Leu Glu Lys Gin Asn Asn Thr 

195 200 205 

Thr Val Ala lie His Asp Asp Asp Asp Ser Glu Asp Asp Glu Glu Glu 
210 215 220 

Glu Glu Glu Glu Thr His Ser His Asp Ser Val Leu Leu Asn His Thr 
225 230 235 240 

His Phe Asn Val Lys Gin Gin Leu Lys lie Thr Leu Lys Arg Lys Ala 
245 250 255 

lie Thr Leu Phe lie Asn Leu Ser Glu Leu Lys Ser Phe lie Glu Leu 
260 265 270 

Asn Arg lie Gly Phe Thr Lys lie Cys Lys Lys Phe Asp Lys Thr Cys 
275 280 285 

Gly Tyr Ser lie Lys Gin Asp Phe lie Asn Glu Phe Leu Pro Gin Tyr 
290 295 300 

Ser Arg Val Phe Glu Asn Asp Thr lie Glu Glu Leu Asp Tyr Lys Leu 
305 310 315 320 

Asn Gin lie lie Lys lie Tyr Ala Phe Leu Ser Asn Lys Leu Thr Thr • 
325 330 335 

Gin Ser Thr Thr Lys Glu Asp Leu Asp Asn lie Lys Phe Glu Leu Arg 
340 345 350 

Ser Tyr Leu Arg Asp His lie Val Phe Glu Arg Asn Thr Val Trp Lys 
355 360 365 

Asp Leu Leu Ser Leu Glu Lys Lys Ser Tyr Asn lie Asp Leu Asp Asn 
370 375 380 

Ser Val Val Gin Asn Asn Lys Met Gly Asp Glu Gly His lie lie Asn 
385 390 395 400 

Ser Met Met Asn Leu Ser Met Lys Arg lie Asn Leu Pro Gin Cys Leu 
405 410 415 

Lys Lys Leu lie Lys Tyr Asp His lie Asp lie Pro Gin Phe Leu Leu 
420 425 430 

Thr Thr Gin Met Leu Lys lie lie lie He Val He Val Phe He He 
435 440 445 

Leu Leu Ala Val Lys Thr Phe Asn Asp Pro Val Gin Gly Arg Cys Leu 
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450 455 460 

Ala Val Leu Val Ala Ala Ala Met Leu Trp Ala Ser Glu Ala Leu Pro 
465 470 475 480 

Leu Tyr Thr Thr Ala Leu Leu lie Pro Leu Leu Val Val Thr Cys Lys 
485 490 495 

Val Cys Lys Thr Pro Gly Thr Asp Asp Pro Met Asp Ala Thr Lys Ala 
500 505 510 

Ser Gin Tyr lie Phe Gly Thr Met Trp Asn Ser Thr lie Met lie Leu 
515 520 525 

lie Gly Gly Phe Thr Leu Ala Ala Ala Leu Ser Lys Tyr Asn Leu Ala 
530 535 540 

Lys He Leu Ser Ser Tyr He Leu Ala Leu Ala Gly Thr Asn Pro Arg 
545 550 555 560 

Asn Val Leu Leu Ala He Met Cys Val Ser Leu Phe Leu Ser Met Trp 
565 570 575 

He Ser Asn Val Ala Ala Pro Val Leu Cys Phe Ser Leu He Gin Pro 
580 585 590 

Val Leu Arg Ser He Pro Thr Asp Ser Pro Val Ala Lys Ala Leu Val 
595 600 605 

Leu Gly He Ala Leu Ala Ser Asp Val Ala Gly Met Ala Ser Pro He 
610 615 620 

Ala Ser Pro Gin Asn Val He Ala Leu Glu Ser Met Asn Pro Asn Pro 
625 630 635 640 

Gly Trp Gly Lys Trp Phe Ala Val Ala Leu Pro Val Ala He He Ser 
645 650 655 

Leu He Leu He Trp Val Glu Leu Phe Met Thr Phe Lys He Asn Asn 
660 665 670 

Val Lys He Lys Gin Phe Lys Pro He Lys Glu Lys Leu Thr Met Lys 
675 680 685 

Gin Trp Phe Val Phe Ala Val Thr He Thr Thr He Leu Leu Trp Cys 
690 695 700 

Val Met Gin Lys He Asp Gly Thr Phe Gly Glu Ser Gly He He Thr 
705 710 715 720 

Cys He Pro He Val Leu Phe Phe Gly Thr Gly Leu Leu Lys Val Asp 
725 730 735 

Asp Leu Asn Asn Tyr Pro Trp Ser He Val Met Leu Ala Met Gly Gly 
740 745 750 



He Ala Leu Gly Lys Ala Val Thr Ser Ser Gly Leu Leu Lys Thr He 
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755 

Ala Leu Ala Leu 
770 

Leu lie lie Phe 
785 

His Thr Val Ser 



Asp Ser Leu Pro 
820 

Leu lie Ala Ser 
835 

Val Thr Ala lie 
850 

Val Asn Leu Phe 
865 

Val Cys lie lie 



760 

Gin Lys Arg lie 
775 

Gly Ala Leu lie 
790 

Ala Leu lie lie 
805 

Lys Pro His Pro 



Gly Ala Met Gly 
840 

Gly Met Arg Asp 
855 

lie Thr Arg Gly 
870 

Thr lie Gly Tyr 
885 



Met His Tyr Asp 
780 

Leu Val Val Ala 
795 

He Pro Leu Val 
810 

Leu Met Leu He 
825 

Leu Pro Thr Ser 



Glu Val Gly Lys 
860 

Val Pro Ala Ser 
875 

Gly He Met Ser 
890 



765 

Ala He Val Val 



Thr Phe Val Ser 
800 

Lys Glu Val Gly 
815 

Met Gly Val Ala 
830 

Gly Phe Pro Asn 
845 

Pro Tyr Leu Thr 



He He Val Tyr 
880 

Ser Leu Asn Phe 
895 



<210> 393 
<211> 2279 
<212> DNA 

<213> Candida albicans 

<400> 393 

tataaagttt caagtataaa aaggcgttta aaattaattc ttgtgattta aataagttaa 60 
attctttttt tttttctttg ttagtttttc gctttatccg ttttacccaa gaaaggagca 120 
atactgtttc acccctcccc ccttcccagt tccatggccc gccccccccc tctcaacagt 180 
tgctgtcgtt cctgcctcat tttccacgcc cattacatta tatgactaat atccgttgcc 240 
ttattattaa agtcacaata cattgaaaga tagaatagca agcaaggtgg aaaaaaattt 300 
ttttttttat cacattcaat acttatatcc taaattgata aacaatagag taattgatac 360 
tttcgaagga caataaaacg atatatattt atatattaga gtgaacaata gcgattgcca 420 
atcacagaca acagataatt tatctttctc ctattcattt gcacaattaa atccaaaaaa 480 
aaaaaagaat cgaattccat atgtcgcata agactcagag ccaattatct tcacaaatga 54 0 
aaaacttgaa tactccacca atagacttca actcaacttc aagtaacaat accatgcctt 600 
ctgaaccaaa tctgcaaccg caacaacaac aatcacaacc agaagcaaaa acggagccac 660 
aaaccatacg ccctgctact tttacaacta gtggcaattc atcatcttcg tcgatatcta 72 0 
ccttatcagc agatatcatt caaccacttc at.caactact gataaataac aacaattcaa 780 
ctgtgacgca accagcgcca caaagctcat cgtttcaacg ccgaaacaat ccacaacgtt 840 
tcaatcggaa tcaactcaat gtatacactg acttcaatag tactacttca tctgcttcaa 900 
gcattagtag ttcaccaaaa gatttcttca ccagagagcc accacggatc catagtaaat 960 
tgatatgtga agagattgcc tctgccaata atcgagctgc taaagaggtt ttatcacgtt 1020 
tatctactga tgaattgcgt tcagttaaat cacatactga attagctgaa actgctaatg 1080 
gagtgagaat gttagccaaa aatttatccc gagcaaccat tcaattagac gttagagcta 1140 
ttatgattat cactaaagct agagataatg gacttattta tttaacaaaa gaagttgttg 12 00 



aatggatttt ggatcaacat cctcatataa 
cgaaaagatt caatccggaa agtattattg 
aatattggaa taaaaaatta actacgaaaa 
taggtggtga tggtactgta ttatttgctt 
tactttcatt ttcattgggc tcattaggtt 
gaacagtatt gagcaaatgt tttgattctg 
cttgtcgagt acacactgat gaagggaagt 
tggtagttga tagaggacct agcccatatg 
cattgttaac ggttgcccaa gctgatgggt 
cttattcatt atctgctggt gggtctttag 
ctccaatttg tcctcacacc ttatcgttca 
tgaaggttaa agtcccactg agcagtagag 
tgcgtactga attgaagaaa ggttattatg 
ctacagtaat gtcttccaaa acagaatata 
acatcagaga gcaacaaaaa ccatttagtt 
ttgctgaaag tgaaagattg gataatttac 
atgaggaacc tgaaataact gaagattttg 
cttctagttc cactcctagt gaagaaagca 
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caatttatgc tgatgagaaa ttagcaaagt 12 60 
ccaattatcc aaatggttgt aagaaattaa 1320 
atccagaaat tttcgattta gtacttacat 1380 
caaacttatt tcaaaaaatt gttccaccta 1440 
ttttaaccaa ttttgaattc agtgcattta 1500 
gagttaaagc aaatttgcgt atgcgattca 1560 
tgatttgtga acaacaagtg ttgaatgaat 162 0 
ttactcattt ggaattatac ggcgatggat 168 0 
tgattattgc aactccaact ggttcgactg 1740 
ttcaccctgg tgtgagtgcc attagtgtta 1800 
gacctatact attacctgat gggatgtttt 1860 
ccactgcgtg gtgttcattc gatggtaaag 192 0 
tcactattca agcttcacca ttccccttac 1980 
ttgattctgt cagtagaaat ttacattgga 2 04 0 
catatttgaa accagaaacg cgacaaagta 2100 
atatttcaag tgaacaagat gaatcgaatc 2160 
atattaatta tactgacaat gaacgtgatt 2220 
acgaagaatg tgctaatacc acgacataa 22 79 



<210> 394 
<211> 592 
<212> PRT 

<213> Candida albicans 
<400> 394 

Met Ser His Lys Thr Gin Ser Gin Leu Ser Ser Gin Met Lys Asn Leu 
15 10 15 

Asn Thr Pro Pro lie Asp Phe Asn Ser Thr Ser Ser Asn Asn Thr Met 
20 25 30 

Pro Ser Glu Pro Asn Ser Gin Pro Gin Gin Gin Gin Ser Gin Pro Glu 
35 40 45 

Ala Lys Thr Glu Pro Gin Thr lie Arg Pro Ala Thr Phe Thr Thr Ser 
50 55 60 

Gly Asn Ser Ser Ser Ser Ser lie Ser Thr Leu Ser Ala Asp lie lie 
65 70 75 80 

Gin Pro Leu His Gin Leu Ser lie Asn Asn Asn Asn Ser Thr Val Thr 
85 90 95 

Gin Pro Ala Pro Gin Ser Ser Ser Phe Gin Arg Arg Asn Asn Pro Gin 
100 105 110 

Arg Phe Asn Arg Asn Gin Leu Asn Val Tyr Thr Asp Phe Asn Ser Thr 
115 120 125 

Thr Ser Ser Ala Ser Ser lie Ser Ser Ser Pro Lys Asp Phe Phe Thr 
130 135 140 

Arg Glu Pro Pro Arg lie His Ser Lys Leu lie Cys Glu Glu lie Ala 
145 150 155 160 



Ser Ala Asn Asn Arg Ala Ala Lys Glu Val Leu Ser Arg Leu Ser Thr 
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165 170 175 

Asp Glu Leu Arg Ser Val Lys Ser His Thr Glu Leu Ala Glu Thr Ala 
180 185 190 

Asn Gly Val Arg Met Leu Ala Lys Asn Leu Ser Arg Ala Thr lie Gin 
195 200 205 

Leu Asp Val Arg Ala He Met He He Thr Lys Ala Arg Asp Asn Gly 
210 215 220 

Leu He Tyr Leu Thr Lys Glu Val Val Glu Trp He Leu Asp Gin His 
225 230 235 240 

Pro His He Thr He Tyr Ala Asp Glu Lys Leu Ala Lys Ser Lys Arg 
245 250 255 

Phe Asn Pro Glu Ser He He Ala Asn Tyr Pro Asn Gly Cys Lys Lys 
260 265 270 

Leu Lys Tyr Trp Asn Lys Lys Leu Thr Thr Lys Asn Pro Glu He Phe 
275 280 285 

Asp Leu val Leu Thr Leu Gly Gly Asp Gly Thr Val Leu Phe Ala Ser 
290 295 300 

Asn Leu Phe Gin Lys He Val Pro Pro He Leu Ser Phe Ser Leu Gly 
305 310 315 320 

Ser Leu Gly Phe Leu Thr Asn Phe Glu Phe Ser Ala Phe Arg Thr Val 

325 330 335 

Leu Ser Lys Cys Phe Asp Ser Gly Val Lys Ala Asn Leu Arg Met Arg 
340 345 350 

Phe Thr Cys Arg Val His Thr Asp Glu Gly Lys Leu He Cys Glu Gin 
355 360 365 

Gin val Leu Asn Glu Leu Val Val Asp Arg Gly Pro Ser Pro Tyr Val 
370 375 380 

Thr His Leu Glu Leu Tyr Gly Asp Gly Ser Leu Leu Thr Val Ala Gin 
385 390 395 400 

Ala Asp Gly Leu He He Ala Thr Pro Thr Gly Ser Thr Ala Tyr Ser 
405 410 415 

Leu Ser Ala Gly Gly Ser Leu Val His Pro Gly Val Ser Ala He Ser 
420 425 430 

Val Thr Pro He Cys Pro His Thr Leu Ser Phe Arg Pro He Leu Leu 
435 440 445 

Pro Asp Gly Met Phe Leu Lys Val Lys Val Pro Ser Ser Ser Arg Ala 
450 455 460 

Thr Ala Trp Cys Ser Phe Asp Gly Lys Val Arg Thr Glu Leu Lys Lys 
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465 

Gly Tyr Tyr Val 



Met Ser Ser Lys 
500 

Trp Asn lie Arg 

515 

Glu Thr Arg Gin 
530 

lie Ser Ser Glu 
545 

Glu Asp Phe Asp 



Ser Thr Pro Ser 
580 



470 

Thr lie Gin Ala 
485 

Thr Glu Tyr lie 



Glu Gin Gin Lys 
520 

Ser lie Ala Glu 
535 

Gin Asp Glu Ser 
550 

lie Asn Tyr Thr 
565 

Glu Glu Ser Asn 



475 

Ser Pro Phe Pro 
490 

Asp Ser Val Ser 
505 

Pro Phe Ser Ser 



Ser Glu Arg Leu 
540 

Asn His Glu Glu 
555 

Asp Asn Glu Arg 

570 

Glu Glu CysAla 
585 



480 

Leu Pro Thr Val 
495 

Arg Asn Leu His 
510 

Tyr Leu Lys Pro 
525 

Asp Asn Leu His 



Pro Glu lie Thr 
560 

Asp Ser Ser Ser 

575 

Asn Thr Thr Thr 
590 



<210> 395 
<211> 1042 
<212> DNA 

<213> Candida albicans 
<400> 395 

atagcggccg cgcatataat agagaatatg tcattaccag cttcatttga cttaactcca 60 
gaagatgcta aattgttatt agctgccaac gtccatttgg gtgctaagaa cgttcaagtt 120 
cacaacaaac catatgttta caaaaccaga ccagatggta tgaacatcat caacattggt 180 
aaaacttggg aaaaaattgt tttggctgcc agaattattg ctgctgttcc aaacgcttct 240 
gatgttgctg tttgttcttc aagaactttc ggtcaaagag ctgttttgaa atttgctgct 300 
cacactggtg ctactgccat tgctggtaga ttcactccag gtaactttac caattatatc 3 60 
actcgttcat tcaaagaacc aagattagtt gttgttactg acccaagaac cgatgctcaa 420 
gccatcaaag aatcatctta tgttaacatt ccagttattg ccttgactga catgcagtct 480 
ccatctgaat acgttgatgt tgccattcca tgtaacaaca aaggtaaaca ctgtattggt 540 
ttaatctggt ggttgcttgc tagagaagtc ttgagattaa gaggtattat cccagacaga 600 
actaccgaat ggtcagttat gccagatttg tacttctaca gagacccaga agaaattgaa 660 
caaaatgccg tcgaagaagc taaaactgaa ggagttgaag gagctccagt tgctgaagct 72 0 
gaaaccgaat ggactggtga aactgaagat gttgattggg ctgattctgg tgctaccccc 780 
agctgctgaa gatgctgctg cttctatctg gtaaacactg aaatctacca ataagaagta 840 
gaagtagaag tagaagaaga aacaataaca acaataacaa ccaaaataaa aaaaaggttt 900 
aatgatgtat attatcgata aggagaaaga agagattttc ttttttaata atgaggatgc 960 
cattttatac aaatccaaaa ttgtaattaa gaaagattaa taaatataaa atatatatat 1020 
ataagtaaaa aaaaaaaaaa aa 1042 



<210> 

<211> 
<212> 



396 

253 
PRT 



aO Ci 3101 0 ± «ii i 2S: 6, 
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<213> Candida albicans 
<:400> 396 

Met Ser Leu Pro Ala Ser Phe Asp Leu Thr Pro Glu Asp Ala Lys Leu 
15 10 15 

Leu Leu Ala Ala Asn Val His Leu Gly Ala Lys Asn Val Gin Val His 
20 25 30 

Asn Lys Pro Tyr Val Tyr Lys Thr Arg Pro Asp Gly Met Asn lie lie 
35 40 45 

Asn lie Gly Lys Thr Trp Glu Lys lie Val Leu Ala Ala Arg lie lie 
50 55 60 

Ala Ala Val Pro Asn Ala Ser Asp Val Ala Val Cys Ser Ser Arg Thr 
65 70 75 80 

Phe Gly Gin Arg Ala Val Leu Lys Phe Ala Ala His Thr Gly Ala Thr 
85 90 95 

Ala lie Ala Gly Arg Phe Thr Pro Gly Asn Phe Thr Asn Tyr lie Thr 
100 105 110 

Arg Ser Phe Lys Glu Pro Arg Leu Val Val Val Thr Asp Pro Arg Thr 
115 120 125 

Asp Ala Gin Ala lie Lys Glu Ser Ser Tyr Val Asn lie Pro Val lie 
130 135 140 

Ala Leu Thr Asp Met Gin Ser Pro Ser Glu Tyr Val Asp Val Ala lie 
145 150 155 160 

Pro Cys Asn Asn Lys Gly Lys His Cys lie Gly Leu lie Trp Trp Leu 
165 170 175 

Leu Ala Arg Glu Val Leu Arg Leu Arg Gly lie lie Pro Asp Arg Thr 

180 185 190 

Thr Glu Trp Ser Val Met Pro Asp Leu Tyr Phe Tyr Arg Asp Pro Glu 
195 200 205 

Glu lie Glu Gin Asn Ala Val Glu Glu Ala Lys Thr Glu Gly Val Glu 
210 215 220 

Gly Ala Pro Val Ala Glu Ala Glu Thr Glu Trp Thr Gly Glu Thr Glu 
225 230 235 240 

Asp Val Asp Trp Ala Asp Ser Gly Ala Thr Pro Ser Cys 
245 250 



<210> 397 
<211> 1335 
<212> DNA 

<213> Candida albicans 
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<400> 397 

tcggggctac aaatttcgtc catgaaaatt 
atgcatgctc cacgaggtga aaataccgag 
tctgacaacg agtacaatga aggtgctatg 
acaaagatgt cgatctggtc gaaaaacatt 
ccgttgaggt cgtgggttga ggcataccat 
gaggcggcga ttattatgga gtacggcaag 
ttctacgaag ggttgaatgg gcagttgccg 
atgacgtatc atgaacagat cccctgtgcc 
tatagcaccc ggttgcagac tttgtttagg 
actgatgaag ttcatgggtg tgaagcattt 
aaggtaaggg ggactgaagg gaaagatgtt 
tttaggtcgg ttaacaattt gcttgaaaag 
ttgtcgccaa aacactttgt gtctattggg 
gtatcgtatg cgttgagctc tgtcagtgcg 
ctatattttg tggtggtggt tgaaattgcg 
caggtgatgc ttgtagcgat tctggcggtg 
aagcaggcgg cgttttcgct aatttctatt 
gccctcttga ttgtacattt tgcattggcg 
acatttgtcc cgacattaat gaagaacaag 
tcgaatccgt tttttgtgat tttcgttgct 
gaccggttgg tcactgcctg gtcggacata 
gggtggttcc cagcgtgggt gattatcaca 
gaaaaaagtg aatag 



gggttcgcca ccaatacttt gtatgcgatt 60 
gcaatggcgt tggttgtgcc atggactaat 120 
agtttggcgg tggctttggc acggtacttt 180 
atttttgtat ttcctgagac gggccacaga 240 
acggtgttgg acgatactgc ggggtcgatt 300 
aacggtgatt attttgagta ttacgatatg 360 
aatttggact tgttgaatac ggccaatgta 42 0 
atgcaaggga tgtcggatag ggttatcaat 480 
ggtatcctca aattgacgct tgtcgggttg 540 
tcggggtggc agatccaggc atttacgatc 60 0 
acgcagtttg gccggattgt cgattctacg 660 
tttcaccaat cgtttttctt ttacttgatg 72 0 
acgtacttgc cgtcggcgat tttgttggca 780 
gtggtggttg ccgggtttga ttttcgaaag 840 
tgtgctattt tggcgtttgt gccggtgaac 900 
gtgttgttgc cgcgccaagc catcttttcc 960 
gcgttgttgg cagtggcatt acttattacc 102 0 
tttagtattg ggattttagc ccttccattg 1080 
tctaggctaa cagctttttg tttggcggtg 114 0 
gggaaagtgc ttggccaccc cgagctattt 1200 
cagtgttgga catggtttat cgttgttttg 1260 
ctaagctact gtggctacaa gccagttaag 132 0 

1335 



<210> 398 
<211> 444 
<212> PRT 

<213> Candida albicans 



<400> 398 
Ser Gly Leu Gin 
1 

Leu Tyr Ala lie 
20 

Ala Leu Val Val 
35 

Ala Met Ser Leu 
50 

lie Trp Ser Lys 
65 

Pro Leu Arg Ser 



Ala Gly Ser lie 
100 

Asp Tyr Phe Glu 
115 



lie Ser Ser Met 
5 

Met His Ala Pro 



Pro Trp Thr Asn 
40 

Ala Val Ala Leu 
55 

Asn lie lie Phe 
70 

Trp Val Glu Ala 
85 

Glu Ala Ala lie 



Tyr Tyr Asp Met 
120 



Lys lie Gly Phe 
10 

Arg Gly Glu Asn 
25 

Ser Asp Asn Glu 



Ala Arg Tyr Phe 
60 

Val Phe Pro Glu 
75 

Tyr His Thr Val 
90 

lie Met Glu Tyr 
105 

Phe Tyr Glu Gly 



Ala Thr Asn Thr 

15 

Thr Glu Ala Met 
30 

Tyr Asn Glu Gly 
45 

Thr Lys Met Ser 



Thr Gly His Arg 
80 

Leu Asp Asp Thr 
95 

Gly Lys Asn Gly 
110 

Leu Asn Gly Gin 
125 



■1. 11 o 3 ca o ± ^9 u. A a: ia; ^ a ■ ± 
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Leu Pro Asn Leu Asp Leu Leu Asn Thr Ala Asn Val Met Thr Tyr His 
130 135 140 

Glu Gin lie Pro Cys Ala Met Gin Gly Met Ser Asp Arg Val lie Asn 
145 150 155 160 

Tyr Ser Thr Arg Leu Gin Thr Leu Phe Arg Gly lie Leu Lys Leu Thr 
165 170 175 

Leu val Gly Leu Thr Asp Glu Val His Gly Cys Glu Ala Phe Ser Gly 
180 185 190 

Trp Gin He Gin Ala Phe Thr He Lys Val Arg Gly Thr Glu Gly Lys 
195 200 205 

Asp Val Thr Gin Phe Gly Arg He Val Asp Ser Thr Phe Arg Ser Val 
210 215 220 

Asn Asn Leu Leu Glu Lys Phe His Gin Ser Phe Phe Phe Tyr Leu Met 
225 230 235 240 

Leu Ser Pro Lys His Phe Val Ser He Gly Thr Tyr Leu Pro Ser Ala 
245 250 255 

He Leu Leu Ala Val Ser Tyr Ala Leu Ser Ser Val Ser Ala Val Val 
260 265 270 

Val Ala Gly Phe Asp Phe Arg Lys Leu Tyr Phe Val Val Val Val Glu 

275 280 285 

He Ala Cys Ala He Leu Ala Phe Val Pro Val Asn Gin Val Met Leu 
290 295 300 

Val Ala He Ser Ala Val Val Leu Leu Pro Arg Gin Ala He Phe Ser 
305 310 315 320 

Lys Gin Ala Ala Phe Ser Leu He Ser He Ala Leu Leu Ala Val Ala 
325 330 335 

Leu Leu He Thr Ala Leu Leu He Val His Phe Ala Leu Ala Phe Ser 
340 345 350 

He Gly He Leu Ala Leu Pro Leu Thr Phe Val Pro Thr Leu Met Lys 
355 360 365 

Asn Lys Ser Arg Leu Thr Ala Phe Cys Leu Ala Val Ser Asn Pro Phe 
370 375 380 

Phe Val He Phe Val Ala Gly Lys Val Leu Gly His Pro Glu Leu Phe 
385 390 395 400 

Asp Arg Leu Val Thr Ala Trp Ser Asp He Gin Cys Trp Thr Trp Phe 
405 410 415 



He Val Val Leu Gly Trp Phe Pro Ala Trp Val He He Thr Leu Ser 
420 425 430 
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Tyr Cys Gly Tyr Lys Pro Val Lys Glu Lys Ser Glu 
435 440 



<210> 399 
<211> 1190 
<212> DNA 

<213> Candida albicans 
<400> 399 

taggtcattc ataacaattg atagatgcaa gctaattgga atgaaaaatc catcttgtat 60 

caaaaccctt tgttcctcat agttaatccg actaaagaag tgtttttttt ttcttttctt 120 

ttttgctata tcctagttgc cttaacgaca gtaatagtta aagcgttggg aagtaatggt 180 

gaactcgaac catttggttg acgctgacga ttaataatgt gaatttcttt tttctttttg 240 

gttgtagtaa ttgctttgtt ttgttgtcta aattaggaaa atgtcgtgac cttacgtaca 3 00 

gcacacacat accactgtcg tgcactgacc aacaacaatg cggtgttaat cgataaccaa 3 60 

aagattataa atagggggtg gaaggtcgcc actgtttgaa atgaatcaac acagtttttt 42 0 

ttcttcttgc tttttctttc tattttacat tacaaattct gacaatcgtc aactaacata 480 

tatatacaaa tctacaagca atgcaaattt tcgttaaaac tttgactggt aaaaccatta 54 0 

ccttagaagt cgaatcttct gacaccatcg ataacgtcaa atccaagatc caagacaaag 600 

aaggtattcc accagaccaa caaagattga ttttcgccgg taaacaatta gaagatggca 660 

gaaccttgtc tgactacaac atccaaaaag aatctacttt acatttggtt ttaagattga 720 

gaggtggtat gcaaatcttt gttaaaactt taactggtaa gactatcact ttggaagtcg 780 

aatcttctga caccatcgat aacgtcaaat ccaagatcca agacaaagaa ggtattccac 84 0 

cagaccaaca aagattgatt ttcgccggta aacaattgga agacggtaga accttgtctg 900 

actacaacat ccaaaaagaa tctactttac atttggtttt aagattgaga ggtggtatgc 960 

aaatctttgt taaaacttta actggtaaga ctatcacttt ggaagtcgaa tcttctgaca 102 0 

ccatcgataa cgtcaaatcc aagatccaag acaaagaagg tattccacca gatcaacaaa 1080 

gattgatttt tgctggtaaa caattagaag atggcagaac cttgtctgac tacaacatcc 1140 

aaaaagaatc taccttgcac ttggtcttga gattgagagg tggtttctaa 1190 



<210> 400 
<211> 229 
<212> PRT 

<213> Candida albicans 

<400> 400 

Met Gin lie Phe Val Lys Thr Leu Thr Gly Lys Thr lie Thr Leu Glu 
15 10 15 

Val Glu Ser Ser Asp Thr lie Asp Asn Val Lys Ser Lys lie Gin Asp 
20 25 30 

Lys Glu Gly lie Pro Pro Asp Gin Gin Arg Leu lie Phe Ala Gly Lys 
35 40 45 

Gin Leu Glu Asp Gly Arg Thr Leu Ser Asp Tyr Asn lie Gin Lys Glu 
50 55 60 

Ser Thr Leu His Leu Val Leu Arg Leu Arg Gly Gly Met Gin lie Phe 
65 70 75 80 



Val Lys Thr Leu Thr Gly Lys Thr He Thr Leu Glu Val Glu Ser Ser 
85 90 95 
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Asp Thr lie Asp Asn 
100 

Pro Pro Asp Gin Gin 
115 

Gly Arg Thr Leu Ser 

130 

Leu Val Leu Arg Leu 
145 

Thr Gly Lys Thr lie 
165 

Asn Val Lys Ser Lys 
180 

Gin Arg Leu lie Phe 
195 

Ser Asp Tyr Asn lie 
210 

Leu Arg Gly Gly Phe 
225 



Val Lys Ser Lys lie Gin 
105 

Arg Leu lie Phe Ala Gly 
120 

Asp Tyr Asn lie Gin Lys 
135 

Arg Gly Gly Met Gin lie 
150 155 

Thr Leu Glu Val Glu Ser 
170 

lie Gin Asp Lys Glu Gly 

185 

Ala Gly Lys Gin Leu Glu 
200 

Gin Lys Glu Ser Thr Leu 
215 



Asp Lys Glu Gly lie 
110 

Lys Gin Leu Glu Asp 
125 

Glu Ser Thr Leu His 
140 

Phe Val Lys Thr Leu 
160 

Ser Asp Thr lie Asp 
175 

lie Pro Pro Asp Gin 

190 

Asp Gly Arg Thr Leu 
205 

His Leu Val Leu Arg 
220 



<210> 401 
<211> 2390 
<212> DNA 

<213> Candida albicans 



<400> 401 

tccagaatag 

ctaatagata 

gcccaaggta 

cttagaatgg 

aacgtaagga 

gattggctga 

aacacacaat 

taaacaagaa 

attttcttga 

aagaggtggc 

tcatcaaaaa 

ccatgacttc 

gaaattgtgt 

ctatttatga 

attgtgatag 

ataggaacct 

acattattcg 

cttgtcgtat 

aattgagaca 

tcccgacatt 

cattctggta 

ttcgaggtca 



taattaggga 
catcttatta 
gtgcacacaa 
ttcttatagt 
tcactatatg 
aacttgttct 
aaacaacacg 
gtaatcccca 
ctaaaataat 
aaacattttg 
ctacgatttc 
ggtggctgga 
tcccgggcga 
aaatattgca 
agaaggagaa 
tgggttaaac 
agcagcaaaa 
ggaaatcgat 
aaaggggata 
ggggtttgtt 
tattgagatt 
ttttttcgac 



ctttaatttt 
tattcttatt 
caaactagtt 
agttgtctac 
ctgttgagta 
catcaaactt 
aaaaataagg 
ttaaaacttg 
atgagaatac 
99aggagggc 
accttcactt 
eatatcacag 
ctatttgaag 
gaagaggcaa 
tacattggat 
aatatttggc 
aatcccgtga 
cttcgagtgg 
attgaaaaga 
gttgatcgat 
gaaactagga 
aagatgtatg 



attaggagtg 
catgggaaag 
tacaaagtaa 
tctatcaaaa 
agaaatatgt 
gcaaaacact 
tagaaaacaa 
atcaacactt 
tatgtgttgc 
gaaaaaaagt 
tcaactctga 
gacttgattt 
cagacatcaa 
gaaacgctga 
ttgaaattat 
gagctaggtt 
atttggatat 
gtaccagttt 
atgaactagc 
acaaacgagt 
aagagaataa 
tggttatgct 



gattgcatag 
caccagtata 
aattcgaagt 
aacccataat 
tgcgagccgt 
tggagacgcg 
aaaaaaaata 
ttagggtttc 
cgaaaaacea 
aagaaactca 
agatgggcca 
tgggtctgcc 
gaccattatc 
taagttgatg 
gaatgctgca 
ttcacatctt 
gagtgcagtt 
tacacgtttg 
ttcttatggt 
caagagtttt 
aaagacaatt 
ttatgatcga 



aatatgctat 
tggaaatgct 
tacgtcaaag 
ttgtctatat 
accgacaatg 
cgcgcgtttc 
aaaggaactt 
cgatttcccc 
tcgatttcaa 
cgagaaaaat 
tgtcaagtaa 
ttttcgtggg 
accaagaaat 
atctggacag 
agaaaataca 
gaacgaaatc 
tctgcagttt 
ttgactgatc 
acatgtcaat 
acaccggaac 
ttcaattggg 
tgctgcaaaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 



412 



gtggagaatt tggaaccata tcaaaaatag 
tcccattgac aaccgtggag ttacaaaaag 
agacggcgtt ggcagctgct gaaagacttt 
ctgaaactga caggtttgcc aaagaaaccg 
aagatccgcg atggggaagc tatacaacaa 
gaagcggttc tcatgatgat aaggcgcatc 
tggacaccct aaacaccctc gatgaaaaga 
ttgcctgttg ctccaaagat gctgttggta 
atgaattctt caccgcaagt ggattaatgg 
cttacaaaaa atgggaaagc tctaaacaac 
agttgtcgag tggaatattg aaagacggta 
ccgagctaat tgcattgatg gatgccaacg 
atattaacaa aatagagact aggcactata 
atattcttcc tactccttta ggaatggggc 
aagatgtatc actatcgaaa ccatttttgc 
tagcaaccgg gtcccggcca aaagtggatg 
acgcttatag tgtttgttct catcagatac 
tacttggaaa tagcagtaac aacaacaaca 



aatcaaaacg gaaaccaaat ttccgtccat 13 80 
attgtgctag attttttaag atgtctgcta 1440 
ataacctagg gtatttgtcg tatcctagaa 1500 
atttcaagag cttactagag gtgcacaaac 1560 
agcttttgaa cgaaggtttc gaaactcctc 162 0 
ctccaatcca tcctatcaaa tatgtttctt 1680 
aagtgtatga atacgttgtg cgacgcttta 1740 
cgcaaaccgt ggtgacttta aaatggggag 1800 
tgcatgaaaa aaattatttg gaagtgtata 1860 
taccgaaatt tacagaggga gaacaggtca 192 0 
aaacaagtcc acccaatcat atgaccgagc 198 0 
gtattggaac cgatgctact atcgctgaac 2 04 0 
ttaataaatt gaaaaagggg aaaaatgaat 2100 
ttatagaagg ccttgaaaaa atggaatttg 2160 
ggaagtcgtt ggaacgatca cttgaggaca 2220 
ttttgaatac aacaataggc gtatatgttg 2280 
ttgttttgtg caatgaatgt aggagaatta 2 34 0 
acaataataa taatacgtaa 2390 



<210> 402 
<211> 629 
<212> PRT 

<213> Candida albicans 



<400> 402 
Met Arg lie Leu 
1 

Ala Asn lie Leu 
20 

Lys Phe lie Lys 
35 

Gly Pro Cys Gin 
50 

Leu Asp Phe Gly 
65 

Leu Phe Glu Ala 



Glu Asn lie Ala 
100 

Thr Asp Cys Asp 
115 

Ala Ala Arg Lys 
130 

Ala Arg Phe Ser 
145 

Asn Pro Val Asn 



Cys Val Ala Glu 
5 

Gly Gly Gly Arg 



Asn Tyr Asp Phe 
40 

Val Thr Met Thr 
55 

Ser Ala Phe Ser 
70 

Asp lie Lys Thr 
85 

Glu Glu Ala Arg 



Arg Glu Gly Glu 
120 

Tyr Asn Arg Asn 
135 

His Leu Glu Arg 
150 

Leu Asp Met Ser 



Lys Pro Ser lie 
10 

Lys Lys Val Arg 
25 

Thr Phe Thr Phe 



Ser Val Ala Gly 
60 

Trp Gly Asn Cys 
75 

lie lie Thr Lys 
90 

Asn Ala Asp Lys 
105 

Tyr lie Gly Phe 



Leu Gly Leu Asn 
140 

Asn His lie lie 

155 

Ala Val Ser Ala 



Ser Lys Glu Val 
15 

Asn Ser Arg Glu 
30 

Asn Ser Glu Asp 
45 

His lie Thr Gly 



Val Pro Gly Arg 
80 

Lys Ser lie Tyr 
95 

Leu Met He Trp 
110 

Glu He Met Asn 
125 

Asn He Trp Arg 



Arg Ala Ala Lys 
160 

Val Ser Cys Arg 



413 



165 170 175 

Met Glu He Asp Leu Arg Val Gly Thr Ser Phe Thr Arg Leu Leu Thr 
180 185 190 

Asp Gin Leu Arg Gin Lys Gly He He Glu Lys Asn Glu Leu Ala Ser 
195 200 205 

Tyr Gly Thr Cys Gin Phe Pro Thr Leu Gly Phe Val Val Asp Arg Tyr 
210 215 220 

Lys Arg Val Lys Ser Phe Thr Pro Glu Pro Phe Trp Tyr He Glu He 
225 230 235 240 

Glu Thr Arg Lys Glu Asn Lys Lys Thr He Phe Asn Trp Val Arg Gly 
245 250 255 

His Phe Phe Asp Lys Met Tyr Val Val Met Leu Tyr Asp Arg Cys Cys 
260 265 270 

Lys Ser Gly Glu Phe Gly Thr He Ser Lys He Glu Ser Lys Arg Lys 
275 280 285 

Pro Asn Phe Arg Pro Phe Pro Leu Thr Thr Val Glu Leu Gin Lys Asp 
290 295 300 

Cys Ala Arg Phe Phe Lys Met Ser Ala Lys Thr Ala Leu Ala Ala Ala 
305 310 315 320 

Glu Arg Leu Tyr Asn Leu Gly Tyr Leu Ser Tyr Pro Arg Thr Glu Thr 

325 330 335 

Asp Arg Phe Ala Lys Glu Thr Asp Phe Lys Ser Leu Leu Glu Val His 
340 345 350 

Lys Gin Asp Pro Arg Trp Gly Ser Tyr Thr Thr Lys Leu Leu Asn Glu 
355 360 365 

Gly Phe Glu Thr Pro Arg Ser Gly Ser His Asp Asp Lys Ala His Pro 
370 375 380 

Pro He His Pro He Lys Tyr Val Ser Leu Asp Thr Leu Asn Thr Leu 
385 390 395 400 

Asp Glu Lys Lys Val Tyr Glu Tyr Val Val Arg Arg Phe He Ala Cys 
405 410 415 

Cys Ser Lys Asp Ala Val Gly Thr Gin Thr Val Val Thr Leu Lys Trp 
420 425 430 

Gly Asp Glu Phe Phe Thr Ala Ser Gly Leu Met Val His Glu Lys Asn 

435 440 445 

Tyr Leu Glu Val Tyr Thr Tyr Lys Lys Trp Glu Ser Ser Lys Gin Leu 
450 455 460 

Pro Lys Phe Thr Glu Gly Glu Gin Val Lys Leu Ser Ser Gly He Leu 



414 



465 

Lys Asp Gly Lys 



He Ala Leu Met 
500 

Glu His He Asn 
515 

Lys Gly Lys Asn 
530 

He Glu Gly Leu 
545 

Pro Phe Leu Arg 



Gly Ser Arg Pro 
580 

Val Asp Ala Tyr 
595 

Glu Cys Arg Arg 
610 



470 

Thr Ser Pro Pro 
485 

Asp Ala Asn Gly 



Lys He Glu Thr 

520 

Glu Tyr He Leu 
535 

Glu Lys Met Glu 
550 

Lys Ser Leu Glu 
565 

Lys Val Asp Val 



Ser Val Cys Ser 
600 

He He Leu Gly 
615 



475 

Asn His Met Thr 
490 

He Gly Thr Asp 
505 

Arg His Tyr He 



Pro Thr Pro Leu 
540 

Phe Glu Asp Val 
555 

Arg Ser Leu Glu 
570 

Leu Asn Thr Thr 
585 

His Gin He Leu 



Asn Ser Ser Asn 
620 



480 

Glu Pro Glu Leu 
495 

Ala Thr He Ala 
510 

Asn Lys Leu Lys 
525 

Gly Met Gly Leu 



Ser Leu Ser Lys 
560 

Asp He Ala Thr 
575 

He Gly Val Tyr 
590 

Val Leu Cys Asn 
605 

Asn Asn Asn Asn 



Asn Asn Asn Asn Thr 
625 



<210> 403 
<211> 3098 
<212> DNA 

<213> Candida albicans 



<400> 403 

atatatagaa ttatggctta gtgcccttta 
cttaacaaac aaggaaacta acatccacgt 
caacctgatt atattgcctt atatacagct 
tcaagatgaa ttatccccct attgtaaaaa 
tactggcgac tccttacatg atggtaacga 
ttgacggtat aattagtagt gtgcgagagg 
tcggttgacc ttaatctgtt tttgtataga 
ctttttaata tcacaagata tttaactgat 
gttaaccact tttattacat atgatagaca 
agcaaaatga tgataatttt acatcccctc 
ctcgtgtagc acgatatcaa gtaataattg 
tattttctat cttacgatta aaatatccca 
atttcagtct acattcgacc tcaagaagga 
ttggttggat tcctacagtt tacaaaatta 
tagatgcagt tgtgtttttg gaatttttta 
tagtatttgc cattattatc atatctccta 
aagattatcc cgacgatgat agtgacaacg 



ttaactaaat tagaggttac attaatacaa 60 
atagggcttc ttatattaat atacctaatt 120 
tgtaaaaaaa cacataagaa agtttacatc 180 
gtacatcgcc taatgataga catcatagag 240 
caacaactac aacaaaaaaa aaacattatc 3 00 
cacacgataa gatttatcag tttccttttc 360 
ctttattttt tttgtttttg accacaccca 420 
tatagaaaac aacaacaata acccaaatac 480 
atataatcaa taatttgcaa atcatactac 540 
acgacgatgt gatatatcga ccacattctg 600 
catctacatt gggactcact gccctattac 660 
aaatatatgt ggcaaacttt aatcatttga 72 0 
atttacctga attgccttca aattcattat 780 
ctgagcaaga aattttggaa catgctggat 840 
aaatgtgcat tcgaataata agcatatgtt 900 
tcagatacaa gtttacaggg agagtagatg 960 
atgacgatga tggaagtaat aataatggta 102 0 



415 



ccacaataat taagcatata gtgtcagctg 
gagaacagta tcaacaattt ctttggttat 
ttactgttta ctttctattc aaacaaacca 
ttggatcgca aaattcagtc accgatagaa 
tacgagatga agtggcactc gcacggcaca 
ctgtgttgat tgtcaaggag tggcaaaatc 
tagttcgaaa attagaggaa agttgggttg 
agagcgattt gatatcgttg catccccaag 
atactgatga tgcagaagaa tcaccagact 
cttcaataat agatcaagac tcagaatctg 
gcttgttgaa tgatgaactg agaacaagac 
ttggacctaa agtggattca ataaactact 
agattaccag ggccagaact agagaatatc 
aaaccgtggc tgaagcacaa atgttggcac 
ttatcaccaa cttggcccct gctcctcatg 
gacaagacag aaatacaaag atccttgctg 
tgttggttta tccagtcaga tttatggcta 
tatggccatc attggggaaa gctattgaat 
gattattgcc aacttattta tttacaattt 
ggatttctga aaagcaaggt tatttatctc 
agaacttttt ctatatattt gtgaacttat 
cttttgttga tacgaccaaa attgcatttg 
tgttctatgt tgacttaata attctacaag 
tggtggggaa cttacttcgc tttttagtga 
attacttgaa tttgtacaaa ccgccagttt 
tattgatatt tattattacg ttggtatact 
ggttactata ttttattatt ggttattttg 
ttcatcctcc acactcaacg ggcaaagttt 
ggttatttct ttttcaaatc acaatggttg 
gtgctacttt cttggcacca ttgccgtttt 
aacaatatat tcccttgtca acattcattg 
tcaaccctac tgatttggag caaatcattg 
gaagggaatt gaacactaaa tacgaatacc 
tgattgcatt ggatggtgaa gatgtattga 
aaccacctca atatttcagt tcagaatggg 



gaattctggt ggcaagtaaa aataacgatg 1080 
acactatttt cacctatgta tttacatttg 1140 
ataggattat ttctatgcgt cagaagtatc 1200 
cggtaaaaat atctgggata ccaggatcat 1260 
ttgaccgttt gaatattggt gaagtggatt 132 0 
taaacaaact attcaaaaga aggagaagaa 13 80 
aatattttga aaaaaatggg ataaccaata 1440 
ttggcgaact gtatcgtttt tccaataggt 1500 
ggggatctca aaattcgaac tctgcacaag 1560 
ttgaaggaga ttcttctgac actttgaatc 1620 
caagtcttcg gaaaggttgg ttcggattgt 1680 
acaccgataa attggaggtc atagataaag 174 0 
ccgccacttc gactgcattt ctcactatga 1800 
aggcagtctt ggatccaaaa gtcaatcatc 1860 
atatccgatg ggataatttg tcattaacta 1920 
tcacgatatt tattggtata atgagtttgt 1980 
gttttttaaa cactaaaagc atttctaaaa 2040 
cgcataaatg ggccgaaact ttgattactg 210 0 
taaatattgt gattccgttt ttttatgtat 2160 
atagtgatga agagttgtca tcggtatcca 2220 
ttttggtttt cacaactttt ggtaccgcct 2280 
atttagcaag atcactcaga gatttgtcaa 2340 
gattgggtat attcccattc aaattattat 2400 
attcattatt taggtgcaag accccaagag 2460 
tcaattttgg tctacaatta ccacaaccaa 2520 
cggtaatgtc ttcgaagata ttaactgcag 2580 
tgagcaaata ccaattgctt tatgcttgtg 2640 
ggccaataat tttccgaaga atcatattag 2700 
gcacattagc attacaagat gcaatcacat 2760 
tgacacttta cttttggtgg agtttccata 2820 
ccttgagagc aattgaaagc aatgaaaata 2 880 
aaaacaacaa taataaaact cttgacgaaa 2 94 0 
ccaatctagt taatgattta gacgggccaa 3000 
tagttaatcg agatggtaca actgtacgga 3 060 
actattaa 3098 



<210> 404 
<211> 865 

<212> PRT 

<213> Candida albicans 



<400> 404 

Met lie Asp Asn He lie Asn Asn 
1 5 

Asp Asp Asn Phe Thr Ser Pro His 

20 

Ser Ala Arg Val Ala Arg Tyr Gin 
35 40 

Leu Thr Ala Leu Leu Leu Phe Ser 
50 55 

He Tyr Val Ala Asn Phe Asn His 
65 70 



Leu Gin He He Leu Gin Gin Asn 
10 15 

Asp Asp Val He Tyr Arg Pro His 
25 30 

Val He He Ala Ser Thr Leu Gly 
45 

He Leu Arg Leu Lys Tyr Pro Lys 
60 

Leu Asn Phe Ser Leu His Ser Thr 
75 80 



416 



Ser Arg Arg Asn Leu Pro Glu Leu Pro Ser Asn Ser Leu Phe Gly Trp 

85 90 95 

lie Pro Thr Val Tyr Lys lie Thr Glu Gin Glu lie Leu Glu His Ala 
100 105 110 

Gly Leu Asp Ala Val Val Phe Leu Glu Phe Phe Lys Met Cys lie Arg 
115 120 125 

lie lie Ser lie Cys Leu Val Phe Ala lie lie He He Ser Pro He 
130 135 140 

Arg Tyr Lys Phe Thr Gly Arg Val Asp Glu Asp Tyr Pro Asp Asp Asp 
145 150 155 160 

Ser Asp Asn Asp Asp Asp Asp Gly Ser Asn Asn Asn Gly Thr Thr He 
165 170 175 

He Lys His He Val Ser Ala Gly He Ser Val Ala Ser Lys Asn Asn 
180 185 190 

Asp Gly Glu Gin Tyr Gin Gin Phe Leu Trp Leu Tyr Thr He Phe Thr 
195 200 205 

Tyr Val Phe Thr Phe Val Thr Val Tyr Phe Leu Phe Lys Gin Thr Asn 
210 215 220 

Arg He lie Ser Met Arg Gin Lys Tyr Leu Gly Ser Gin Asn Ser Val 
225 230 235 240 

Thr Asp Arg Thr Val Lys He Ser Gly He Pro Gly Ser Leu Arg Asp 
245 250 255 

Glu Val Ala Leu Ala Arg His He Asp Arg Leu Asn He Gly Glu Val 
260 265 270 

Asp Ser Val Leu He Val Lys Glu Trp Gin Asn Leu Asn Lys Leu Phe 
275 280 285 

Lys Arg Arg Arg Arg He Val Arg Lys Leu Glu Glu Ser Trp Val Glu 
290 295 300 

Tyr Phe Glu Lys Asn Gly He Thr Asn Lys Ser Asp Leu He Ser Leu 
305 310 315 320 

His Pro Gin Val Gly Glu. Ser Tyr Arg Phe Ser Asn Arg Tyr Thr Asp 
325 330 335 

Asp Ala Glu Glu Ser Pro Asp Trp Gly Ser Gin Asn Ser Asn Ser Ala 
340 345 350 

Gin Ala Ser He He Asp Gin Asp Ser Glu Ser Val Glu Gly Asp Ser 
355 360 365 

Ser Asp Thr Leu Asn Arg Leu Leu Asn Asp Glu Ser Arg Thr Arg Pro 
370 375 380 



417 



Ser Leu Arg Lys Gly Trp Phe Gly Leu Phe Gly Pro Lys Val Asp Ser 
385 390 395 400 

lie Asn Tyr Tyr Thr Asp Lys Leu Glu Val lie Asp Lys Glu He Thr 
405 410 415 

Arg Ala Arg Thr Arg Glu Tyr Pro Ala Thr Ser Thr Ala Phe Leu Thr 
420 425 430 

Met Lys Thr Val Ala Glu Ala Gin Met Leu Ala Gin Ala Val Leu Asp 
435 440 445 

Pro Lys Val Asn His Leu He Thr Asn Leu Ala Pro Ala Pro His Asp 
450 455 460 

He Arg Trp Asp Asn Leu Ser Leu Thr Arg Gin Asp Arg Asn Thr Lys 
465 470 475 480 

He Leu Ala Val Thr He Phe He Gly He Met Ser Leu Leu Leu Val 
485 490 495 

Tyr Pro Val Arg Phe Met Ala Ser Phe Leu Asn Thr Lys Ser He Ser 
500 505 510 

Lys He Trp Pro Ser Leu Gly Lys Ala He Glu Ser His Lys Trp Ala 
515 520 525 

Glu Thr Leu He Thr Gly Leu Leu Pro Thr Tyr Leu Phe Thr He Leu 
530 535 540 

Asn He val He Pro Phe Phe Tyr Val Trp He Ser Glu Lys Gin Gly 
545 550 555 560 

Tyr Leu Ser His Ser Asp Glu Glu Leu Ser Ser Val Ser Lys Asn Phe 

565 570 575 

Phe Tyr He Phe Val Asn Leu Phe Leu Val Phe Thr Thr Phe Gly Thr 
580 585 590 

Ala Ser Phe Val Asp Thr Thr Lys He Ala Phe Asp Leu Ala Arg Ser 
595 600 605 

Leu Arg Asp Leu Ser Met Phe Tyr Val Asp Leu He He Leu Gin Gly 
610 615 620 

Leu Gly lie Phe Pro Phe Lys Leu Leu Leu Val Gly Asn Leu Leu Arg 
625 630 635 640 

Phe Leu Val Asn Ser Leu Phe Arg Cys Lys Thr Pro Arg Asp Tyr Leu 
645 650 655 

Asn Leu Tyr Lys Pro Pro Val Phe Asn Phe Gly Leu Gin Leu Pro Gin 
660 665 670 

Pro He Leu He Phe He He Thr Leu Val Tyr Ser Val Met Ser Ser 
675 680 685 



418 



Lys lie Leu Thr Ala Gly Leu Leu Tyr Phe lie lie Gly Tyr Phe Val 
690 695 700 

Ser Lys Tyr Gin Leu Leu Tyr Al'a Cys Val His Pro Pro His Ser Thr 
705 710 715 720 

Gly Lys Val Trp Pro lie lie Phe Arg Arg lie lie Leu Gly Leu Phe 
725 730 735 

Leu Phe Gin lie Thr Met Val Gly Thr Leu Ala Leu Gin Asp Ala lie 
740 745 750 

Thr Cys Ala Thr Phe Leu Ala Pro Leu Pro Phe Leu Thr Leu Tyr Phe 
755 760 765 

Trp Trp Ser Phe His Lys Gin Tyr lie Pro Leu Ser Thr Phe lie Ala 
770 775 780 

Leu Arg Ala lie Glu Ser Asn Glu Asn lie Asn Pro Thr Asp Leu Glu 
785 790 795 800 

Gin lie lie Glu Asn Asn Asn Asn Lys Thr Leu Asp Glu Arg Arg Glu 
805 810 815 

Leu Asn Thr Lys Tyr Glu Tyr Pro Asn Leu Val Asn Asp Leu Asp Gly 
820 825 830 

Pro Met lie Ala Leu Asp Gly Glu Asp Val Leu lie Val Asn Arg Asp 
835 840 845 

Gly Thr Thr Val Arg Lys Pro Pro Gin Tyr Phe Ser Ser Glu Trp Asp 
850 855 860 

Tyr 
865 



<210> 405 
<211> 1559 
<212> DNA 

<213> Candida albicans 
<400> 405 

ttccagaatt agtagatatt tctgatatca agttggagat agggatatcg aactgggatt 60 
ctatattttg ttttatcttg gagaacctgt gttgttgttg gcgttctatc tctttatata 120 
ttttctctat taattcaatt gaaacatttg aaggaaattc tttcttaaaa gcatctagtg 180 
acacatgatc tctaatctcc agtcttttga ttaaatattc ttttagaata tcaggtgaag 240 
aagtgttggt agtcatagct agtagatact gtgtggtgtc tgggataata attataatgt 3 00 
aaacaaaaca aagtcgtgtc agtgtatatt tttcttttgt caattccatc tttttttttt 360 
tctcttgaga aatgtataac agaggatcca tccatttgct tgacagagaa atacagaaca 420 
ctaaacaaac attttttcat tcctttcttg ttttgttctg ttatacccca aaagtttgaa 480 
taagtcttca gatatctagc atggcaactt ctcaagaatt gacagcagac atacaagctc 540 
ttgcaactag tttccccaag cgattagcta atgatagtga caattcatta cttattaatg 600 
ttgcaccaac tggtcgacaa gccaaaagac atattcaaca gattaattac tccgaagagt 660 
ttggagatga ccttgatttt gatgaattcc catcttcgac acccggtact agaagcttaa 720 



419 



atgaaaataa agctcaaata gaagcacaaa 
ccaagagaat cttagaaaaa ccggtgttat 
ttcctatcaa aataatgatt gagaatttga 
tgtggaactt gaatgaaagc ttgattacac 
atttagattt accattcagt atggctgcac 
aagagtattc ctatgcatct aatttacaac 
ttgatttatc agtaaactta aataaacaat 
atcaaaatga agttacacca gaaatttttg 
cgttagaatt taagaatgcc atatcacatg 
aagaagtaat agatggtact tttgacaatg 
taatgtttga acaaggaatt agaattttca 
gttgggaacc tttggtcgaa gtattgactt 
gggttagaaa cttgagaaga ttaaagagag 
gtaggagaag gcaagcagga aaaagaaggt 



gatattctct tgcgaaaaac acaccaacgc 780 
ctgagttggt tgaaaaacca gtggtgctta 840 
acacaaacca aaagttgatt gattccttta 900 
caactgagtt tgcggaaatt gtttgcagtg 960 
aaatagcaga ctccattaat caacagattg 102 0 
taccaaataa gggcccttac aatgttacca 1080 
tataccaaga tagatttgaa tgggatatga 1140 
ctgaaatagt tgttgctgat ttggggttat 1200 
cattgcacga aataattatc agagtgaaaa 1260 
aaatgcacaa cttgcatcta gtaaaaggta 1320 
ctgaaaacag tgttcaaaat ggaaatgacc 13 8 0 
ctagtgaaat cgaaagaaga gaaaatgaaa 144 0 
agaatatgag aagagattac gatgatcata 1500 
atgatgagtt agaaggagcc tgggtatag 1559 



<210> 406 
<211> 352 
<212> PRT 

<213> Candida albicans 
<400> 406 

Met Ala Thr Ser Gin Glu Leu Thr Ala Asp lie Gin Ala Leu Ala Thr 
15 10 15 

Ser Phe Pro Lys Arg Leu Ala Asn Asp Ser Asp Asn Ser Leu Leu lie 
20 25 30 

Asn Val Ala Pro Thr Gly Arg Gin Ala Lys Arg His He Gin Gin He 
35 40 45 

Asn Tyr Ser Glu Glu Phe Gly Asp Asp Leu Asp Phe Asp Glu Phe Pro 
50 55 60 

Ser Ser Thr Pro Gly Thr Arg Ser Leu Asn Glu Asn Lys Ala Gin He 
65 70 75 80 

Glu Ala Gin Arg Tyr Ser Leu Ala Lys Asn Thr Pro Thr Pro Lys Arg 
85 90 95 

He Leu Glu Lys Pro Val Leu Ser Glu Leu Val Glu Lys Pro Val Val 
100 105 110 

Leu He Pro He Lys He Met He Glu Asn Leu Asn Thr Asn Gin Lys 
115 120 125 

Leu He Asp Ser Phe Met Trp Asn Leu Asn Glu Ser Leu He Thr Pro 
130 135 140 

Thr Glu Phe Ala Glu He Val Cys Ser Asp Leu Asp Leu Pro Phe Ser 
145 150 155 160 

Met Ala Ala Gin He Ala Asp Ser He Asn Gin Gin He Glu Glu Tyr 
165 170 175 

ser Tyr Ala Ser Asn Leu Gin Leu Pro Asn Lys Gly Pro Tyr Asn Val 
180 185 190 



420 



Thr lie Asp Leu 
195 

Phe Glu Trp Asp 
210 

Glu lie Val Val 
225 

lie Ser His Ala 



lie Asp Gly Thr 
260 

Gly He Met Phe 
275 

Gin Asn Gly Asn 
290 

Ser Glu He Glu 
305 

Leu Lys Arg Glu 



Arg Gin Ala Gly 
340 



Ser Val Asn Leu 
200 

Met Asn Gin Asn 
215 

Ala Asp Leu Gly 
230 

Leu His Glu He 
245 

Phe Asp Asn Glu 



Glu Gin Gly He 
280 

Asp Arg Trp Glu 
295 

Arg Arg Glu Asn 
310 

Asn Met Arg Arg 
325 

Lys Arg Arg Tyr 



Asn Lys Gin Leu 



Glu Val Thr Pro 
220 

Leu Ser Leu Glu 
235 

He He Arg Val 
250 

Met His Asn Leu 

265 

Arg He Phe Thr 



Pro Leu Val Glu 
300 

Glu Arg Val Arg 
315 

Asp Tyr Asp Asp 
330 

Asp Glu Leu Glu 
345 



Tyr Gin Asp Arg 

205 

Glu He Phe Ala 



Phe Lys Asn Ala 
240 

Lys Lys Glu Val 
255 

His Leu Val Lys 
270 

Glu Asn Ser Val 
285 

Val Leu Thr Ser 



Asn Leu Arg Arg 
320 

His Ser Arg Arg 
335 

Gly Ala Trp Val 
350 



<210> 407 
<211> 737 
<212> DNA 

<213> Candida albicans 
<400> 407 

aagaaaagta tagtcaaatt gttatacaag 
ctaatatcgc tcctgaccat tgtttactat 
gaaagctaca tgaaactaag tatcggcaac 
ggtattcatg caagaagtgc agcactgaaa 
atgctaagcg agtctacacg aagatggatt 
gagagagtat ataataatgc acgtgattag 
gccctaagac attcacacaa ctaacaaaaa 
acataaagaa agaaaaaaaa atttcctttg 
aacctataac aactccaacc atggctagag 
tggctagaag atcagacatc aaatctgcta 
acggtaaaaa attcaaacaa accaaattca 
tagttgtcaa cgatgcttct aaagctaaaa 
aaatcaccaa cttgtaa 



ctaaggagcc ataaactttc tttggacatg 60 
attcaacaaa acgaattcaa caaggcaaac 120 
gtctgttggc caattggggt ggtcaatgta 180 
ataaccggtg cctctaacgt cagtaacata 240 
ataagtataa agaggttgat tagttttaaa 3 00 
tttagtaatt ttttgcgagt tagggctata 360 
ggaagttctc acgcacataa cgtgtaaccc 420 
aaaaaattca catcacgctt taaccacttc 4 80 
aaatcaagga tatcaaagaa ttcgtcgaat 54 0 
ttgtcaaagt taacgccaag gtcaatgcta 60 0 
aggtcagagg ttcaagatac caatacactt 660 
aattacaaca atctttacca ccaaccttaa 720 

737 



421 



<210> 408 
<211> 78 
<212> PRT 

<213> Candida albicans 
<400> 408 

Met Ala Arg Glu lie Lys Asp lie Lys Glu Phe Val Glu Leu Ala Arg 
15 10 15 

Arg Ser Asp He Lys Ser Ala He Val Lys Val Asn Ala Lys Val Asn 
20 25 30 

Ala Asn Gly Lys Lys Phe Lys Gin Thr Lys Phe Lys Val Arg Gly Ser 
35 40 45 

Arg Tyr Gin Tyr Thr Leu Val Val Asn Asp Ala Ser Lys Ala Lys Lys 
50 55 60 

Leu Gin Gin Ser Leu Pro Pro Thr Leu Lys He Thr Asn Leu 
65 70 75 



<210> 409 
<211> 1348 
<212> DNA 

<213> Candida albicans 

^<400,> 409 

ataccatgac aagcaagctc agggtcgcgg 
ctcatttttg aacccaccaa attttctttc 
cttctttttt tttttttttt ggcaatatag 
agtctttttt tttctattcg ttttatattt 
tgccaaattt taaatgtgtg ttagggctat 
aaatactttt gttacgcaca gtttgtctta 
tttttgagta gaggagctac actagaccac 
actcaatttg aagatattca aatttttttc 
atagcatata atcatcaaaa atggccaaga 
agatatggag aaaggaagat aaaaggaaaa 
atatacattg aaaaggagat agaacatcaa 
agtttcaata aagagggttt ttttctcaga 
aaggtataat gatttcacga tttacctgaa 
atattaaaaa tacaatttgg ggatattgat 
aacttgttga atggaaaact tgaaaaatca 
ttccttcctt atcttacttt tcctattaaa 
taacaaaaat tccatttata tagacgtttc 
tttcactgct tcatcagttg aaagaagagt 
aagacaacaa tacaatgtca aatctttgcc 
tagaggttct aaaaaaggtt ctgaaggtaa 
tattcaagtt gataaattac aaaaagaaaa 
tcatccatct aaagttgtca ttactaaatt 
tcaaagaaaa ggtggtaaag ctgaataa 



gttcgagtcc cgcggggagc taattatacc 60 
acattataat gaaataagag tattccctgg 12 0 
agaagactgt aataagtata gctcactaaa 180 
ttttaagaaa tttgatgttg atttggtaaa 24 0 
agccctaatg tactgtatat gcagtatcag 3 00 
ccaaatacat tatatatata tatttttttt 360 
agtgcgaaaa attcatctct ctatacactt 420 
aaaaaaaaat tccttttgga tcgatactag 480 
tcagtcaagg tatgaaatag atattcaatt 54 0 
gaaaaaaaaa aaagaaagaa ataaaggaat 600 
acaacaacca ttaagaatta agtttaatac 660 
acaaaccatt gactgaagta ctacaccaag 720 
tataaagaac atccttaata ttgaatttca 780 
gaaattatgt ataggagatt ccatttttca 84 0 
aatcaaatca aatcataacc cttcaatata 900 
acaaagacta agaaacattc agtaaaatac 960 
ttcatctcgt tctaaagcta gaaaagctta 1020 
tcttttatct gctccattat ccaaagaatt 1080 
aattagacaa aatgatgaag ttttagttgt 1140 
agttaattct gtttatagat tgaaatttgc 12 00 
atcaaatggt gcttctgttc caatcaacat 12 60 
acatttggac aaagatagaa aagctttgat 13 2 0 

1348 



<210> 
<211> 
<212> 



410 
127 
PRT 



422 



<213> Candida albicans 
<400> 410 

Met Ala Lys He Ser He Asp Val Ser Ser Ser Arg Ser Lys Ala Arg 
15 10 15 

Lys Ala Tyr Phe Thr Ala Ser Ser Val Glu Arg Arg Val Leu Leu Ser 
20 25 30 

Ala Pro Leu Ser Lys Glu Leu Arg Gin Gin Tyr Asn Val Lys Ser Leu 
35 40 45 

Pro He Arg Gin Asn Asp Glu Val Leu Val Val Arg Gly Ser Lys Lys 
50 55 60 

Gly Ser Glu Gly Lys Val Asn Ser Val Tyr Arg Leu Lys Phe Ala He 
65 70 75 80 

Gin Val Asp Lys Leu Gin Lys Glu Lys Ser Asn Gly Ala Ser Val Pro 
85 90 95 

He Asn He His Pro Ser Lys Val Val He Thr Lys Leu His Leu Asp 
100 105 110 

Lys Asp Arg Lys Ala Leu He Gin Arg Lys Gly Gly Lys Ala Glu 
115 120 125 



<210> 411 
<211> 1631 
<212> DNA 

<213> Candida albicans 

<400> 411 

ttcatctttc gaaatcttcc ctcttggaaa 
tagcacaact ttgttcaaat ctttattgaa 
tttatatttt ccgaatttag ataatgcttc 
gcatttctct aaaatctttg tactgaacgt 
caactgacga acaaagtcag cataaaacca 
ttcaatggaa gataaatcct cttcgggaac 
caacacccga tctagagttt gattagctaa 
ttattttcta tgattaatcf ttcttttttc 
attgattcaa aattgtattg atgtttgtat 
aatgtatttg ctggcggaga aggaggcaag 
tttctctctc tcttttcttt cagtcacatt 
ctgaaccttg tggactggta aacgcacgac 
ttttgaaaaa ccgtggtttg aattcgacca 
tattcatccg gacttttgct acctcaagaa 
ttaataccat taaagaaacg gtcaaatcgg 
cattggggtt gtcaaaacca gttttgttaa 
ccaatatata cgaggagttg tttggtcaaa 
actacgattt gaaacactcg ccaatttatg 
aaatatttac tcctcctgtt tcgtactttc 
ttatagcgaa aacattggca ggtaatcaga 
taagcatagt caaattgttt tcttctgttg 
aggttgaaaa caaagattac tattcccagg 



cgaccaagag ttggattcgg tgcccttgac 60 
taatgcaaca ccacgaaccg gtatggtcga 120 
ctgtgggtca ccccatttcc aaataagcgg 180 
cttcatcttc atgctttgca aatcgggatt 240 
ttgtgcttcc tcaatctgaa acattattct 300 
attcaccaca aatctaacta acaaatcttc 360 
accattgcgt aattggatcg acatatcttg 420 
tttctttttc actgaatatt cgtaattaaa 480 
actggataaa caacttgtgt gagatcattc 540 
gacgaacttt ttttccttca tacttttttt 600 
gtctgagtgt taaaggctgg cttttctgtg 660 
atagagtaat atttggagaa accaaaagaa 72 0 
cagattggtt ggacgacaaa atgcaaagtg 780 
tagagttcca gcggtaccag ccgcgttttg 840 
cacaagaaaa gtcgtacagt attactagac 900 
atcataaatt gtcagacaca tactcattgt 960 
aatccaaaga aagaagacag aaacaactag 102 0 
aagtcaagtc atttgagaat acaaagggga 1080 
gacaagacaa atctttgtat ttcccggatt 1140 
gaagtttgta cgactcatta gacaatagat 1200 
ctggtgagca gtgtacccgt tcgtacttta 1260 
attatgatac ctttgtggag gaatatcccc 1320 



423 



atacccagat acttgatgtg aatatgccgc aaagttggat caaggggttt gtgacaaact 13 8 0 
tgagcacagg aaatttaaga aagactttga agccagctct gagatacgag aattatttca 1440 
tcttgcctgg ccacataatg tcagcggaaa ttagagaaca gttgtactgt gataatcaat 1500 
gttccgggta tatttatatt gttgattcga tggggaagat aagatgggcg acaagtgggt 1560 
atgcaactcc tgaggatttg aaattgatgt ggaaggttgt gaaaggggtg caaagagaaa 162 0 
tgaccaagta a 1631 



<210> 412 
<211> 376 
<212> PRT 

<213> Candida albicans 

<400> 412 

Met Phe Val Tyr Trp lie Asn Asn Leu Cys Glu lie lie Gin Cys lie 
15 10 15 

Cys Trp Arg Arg Arg Arg Gin Gly Arg Thr Phe Phe Pro Ser Tyr Phe 
20 25 30 

Phe Phe Ser Leu Ser Leu Phe Phe Gin Ser His Cys Ser Ser Val Lys 
35 40 45 

Gly Trp Leu Phe Cys Ala Glu Pro Cys Gly Ser Val Asn Ala Arg His 
50 55 60 

Arg Val lie Phe Gly Glu Thr Lys Arg lie Leu Lys Asn Arg Gly Leu 
65 70 75 80 

Asn Ser Thr Thr Asp Trp Leu Asp Asp Lys Met Gin Ser Val Phe lie 
85 90 95 

Arg Thr Phe Ala Thr Ser Arg lie Glu Phe Gin Arg Tyr Gin Pro Arg 
100 105 110 

Phe Val Asn Thr lie Lys Glu Thr Val Lys Ser Ala Gin Glu Lys Ser 
115 120 125 

Tyr Ser lie Thr Arg Pro Leu Gly Leu Ser Lys Pro Val Leu Leu Asn 
130 135 140 

His Lys Leu Ser Asp Thr Tyr Ser Leu Ser Asn lie Tyr Glu Glu Leu 
145 150 155 160 

Phe Gly Gin Lys Ser Lys Glu Arg Arg Gin Lys Gin Leu Asp Tyr Asp 
165 170 175 

Leu Lys His Ser Pro lie Tyr Glu Val Lys Ser Phe Glu Asn Thr Lys 
180 185 190 

Gly Lys lie Phe Thr Pro Pro Val Ser Tyr Phe Arg Gin Asp Lys Ser 
195 200 205 

Leu Tyr Phe Pro Asp Phe He Ala Lys Thr Leu Ala Gly Asn Gin Arg 
210 215 220 



Ser Leu Tyr Asp Ser Leu Asp Asn Arg Leu Ser He 



Val Lys Leu Phe 
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225 230 235 240 

Ser Ser Val Ala Gly Glu Gin Cys Thr Arg Ser Tyr Phe Lys Val Glu 
245 250 255 

Asn Lys Asp Tyr Tyr Ser Gin Asp Tyr Asp Thr Phe Val Glu Glu Tyr 
260 265 270 

Pro His Thr Gin lie Leu Asp Val Asn Met Pro Gin Ser Trp lie Lys 
275 280 285 

Gly Phe Val Thr Asn Leu Ser Thr Gly Asn Leu Arg Lys Thr Leu Lys 
290 295 300 

Pro Ala Ser Arg Tyr Glu Asn Tyr Phe lie Leu Pro Gly His lie Met 
305 310 315 320 

Ser Ala Glu He Arg Glu Gin Leu Tyr Cys Asp Asn Gin Cys Ser Gly 
325 330 335 

Tyr He Tyr He Val Asp Ser Met Gly Lys He Arg Trp Ala Thr Ser 
340 345 350 

Gly Tyr Ala Thr Pro Glu Asp Leu Lys Leu Met Trp Lys Val Val Lys 
355 360 365 

Gly Val Gin Arg Glu Met Thr Lys 
370 375 



<210> 413 
<211> 1271 
<212> DNA 

<213> Candida albicans 

<400> 413 

ccagtgcgtt ttgtttgttt ccacatcata cacttcactg aaactaaata agtttgttta 60 
cattttgaga cttcaggtac gacccagggt tgcgacaaag tttaggtagt ttgtcgtctg 120 
aatgtcgcaa caaaataggg ctgtagccct agtcatgtga tgtgaattaa cataacaaga 180 
agaattgctg gtgcgcaaaa agattatgtg tattttatgt gcgttgttat cctgcacact 240 
aaaattgagc agtgtacaca cacacatatt gggctgtatt tttattcttg tttttctgct 300 
gttctctcac tgttaagctc taagtgaatt tgtgtgtgct gtaatagtgt gtgtgttcca 3 60 
agtcccagct ctcacagata ctcacgcacg cccatactac tgaaaatttc ctgactttct 420 
gtatctaaaa attttttact aggaattttt ttcttttacg tttttcactt gtttcatata 480 
atcaccaact caagtacaac atggctgtcg gtaaaaacaa gagattgtcc aaaggaaaga 540 
aaggattaaa aaagaaggtc gttgacccat tcaccagaaa agattggttt gacatcaaag 600 
ctccaaccac ttttgaaaac agaaatgttg gtaaaacttt gatcaacaga tctaccggtt 660 
taaagaatgc cgctgatggc ttgaaaggta gagttttcga agtttgtttg gccgacttac 720 
aaggttccga agaccactct tacagaaaaa tcaaattgag agttgatgaa gttcaaggta 780 
aaaacttgtt gaccaacttc catggtttgg atttcacttc tgacaaatta agatcattgg 84 0 
tcagaaaatg gcaatcatta gttgaagcta atgtcactgt taaaacttcc gacgattacg 900 
ttttgagagt ttttgccatt gctttcacca aaagacaacc aaaccaaatc aagaaaacta 960 
cttacgctca atcctctaaa ttgagagaag tcagaaagaa gatgattgaa attatgcaaa 1020 
gagaagtttc caactgtact ttagctcaat taacttccaa attgattcca gaagtcattg 1080 
gccgtgaaat tgaaaaatcc acccaaacca ttttcccatt acaaaatgtc cacatcagaa 1140 
aagtcaaatt gttgaaacaa ccaaaattcg acttgggttc attattggct ttgcacggtg 1200 
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aaggttcaac cgaagaaaaa ggtaagaaag tttcttctgg tttcaaagat gttgttttag 1260 
aatctgttta a 1271 

<210> 414 
<211> 256 
<212> PRT 

<213> Candida albicans 
<400> 414 

Met Ala Val Gly Lys Asn Lys Arg Leu Ser Lys . Gly Lys Lys Gly Leu 
15 10 15 

Lys Lys Lys Val Val Asp Pro Phe Thr Arg Lys Asp Trp Phe Asp lie 
20 25 30 

Lys Ala Pro Thr Thr Phe Glu Asn Arg Asn Val Gly Lys Thr Leu lie 
35 40 45 

Asn Arg Ser Thr Gly Leu Lys Asn Ala Ala Asp Gly Leu Lys Gly Arg 
50 55 60 

Val Phe Glu Val Cys Leu Ala Asp Leu Gin Gly Ser Glu Asp His Ser 
65 70 75 80 

Tyr Arg Lys lie Lys Leu Arg Val Asp Glu Val Gin Gly Lys Asn Leu 
85 90 95 

Leu Thr Asn Phe His Gly Leu Asp Phe Thr Ser Asp Lys Leu Arg Ser 
100 105 110 

Leu Val Arg Lys Trp Gin Ser Leu Val Glu Ala Asn Val Thr Val Lys 
115 120 125 

Thr Ser Asp Asp Tyr Val Leu Arg Val Phe Ala lie Ala Phe Thr Lys 
130 135 140 

Arg Gin Pro Asn Gin lie Lys Lys Thr Thr Tyr Ala Gin Ser Ser Lys 
145 150 155 160 

Leu Arg Glu Val Arg Lys Lys Met lie Glu lie Met Gin Arg Glu Val 
165 170 175 

Ser Asn Cys Thr Leu Ala Gin Leu Thr Ser Lys Leu lie Pro Glu Val 
180 185 190 

lie Gly Arg Glu lie Glu Lys Ser Thr Gin Thr lie Phe Pro Leu Gin 
195 200 205 

Asn Val His lie Arg Lys Val Lys Leu Leu Lys Gin Pro Lys Phe Asp 
210 215 220 

Leu Gly Ser Leu Leu Ala Leu His Gly Glu Gly Ser Thr Glu Glu Lys 
225 . 230 235 240 

Gly Lys Lys Val Ser Ser Gly Phe Lys Asp Val Val Leu Glu Ser Val 
245 250 255 
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<210> 415 
<211> 1517 
<212> DNA 

<213> Candida albicans 



<400> 415 

tgatatggat 

tttgcttaat 

agttgtggat 

ttttcgagaa 

tttttctttt 

tgggattccc 

ccccccctaa 

taattatcac 

aacattaaag 

cttttgtggt 

taaaagaacg 

ctaatgaaga 

acaatttgaa 

ggaaaagaaa 

gtttgcaaac 

atttaatcaa 

gtttttatcc 

tgaaatctta 

taaaagaatt 

attcattgga 

ttttccaaac 

acactaaacc 

aaagttataa 

agtctcaacc 

tgattaatga 

tgggcaatct 



ttttcaaaac 
tcaatgacct 
cctattttaa 
tttgtaacac 
gggacttacc 
tccttaaaaa 
gcattcattg 
tatttgtgac 
aacatttaat 
tgccaattat 
taaagttgca 
agctaagaaa 
tcctccagat 
agaaaattat 
ttttttaact 
taaggttaaa 
tggcaattgg 
tggcattgaa 
tagttatcaa 
tttatttgat 
ttggtcatat 
aggaatttac 
gaaatgtttg 
ttggatcaca 
tacattcttt 
tgactaa 



taagaaacaa 
cgagtcatat 
ataaaacaat 
attgtttctt 
cacagttgct 
tatagcaatc 
cttttatata 
gtttaatttt 
atgtatttcc 
ggttttgatc 
ttcaatgatg 
ttagaaaaag 
gattcattaa 
tcaattaaag 
caaaataata 
gatcaatttg 
ttatatgaat 
tttaatccta 
gccactcatt 
aaaaccattt 
tctcaattac 
gttgaagatt 
ttgagtgaca 
aagggagaac 
gttggtatta 



taccaactac 
tcccacgttt 
aatagtaata 
tcttcccaca 
caattatgta 
ctttttcttc 
tatttaataa 
tacatttctt 
caatcattgt 
aatggacaaa 
ccttggagaa 
gttacaagaa 
atgattattt 
aatggatttt 
tccaatatag 
attctatttc 
cttggtcaga 
gttcaacaaa 
caattagaga 
ttgataaaaa 
gtgaatggct 
tggataagga 
ttcatacttg 
aaaagtctca 
ataattggtc 



aacaacaaga 
taagtatgag 
aaaaaaaaaa 
gcaaccaaat 
taacaagggt 
acaacgattg 
tgtatttctc 
cttcttcttc 
atggttatat 
tgatgattta 
tccaaaat ta 
agttactgaa 
gaattttgat 
tgaaagttgg 
tgcaaaggat 
taagaaaaat 
aaatgatttg 
ggatcaattg 
ttccaaagaa 
aggtcaaatt 
ttatttacat 
aaaattagtc 
gttggcaaac 
gaaaaagaag 
caaggataaa 



aacataagtg 
tgttttacga 
ccttctttgc 
tttattttat 
agaaactctg 
ctatatgacc 
ttgttcagga 
ttcctatttc 
gtatctatca 
aaacaatttt 
attagtttgg 
gaattaaata 
tacttatttg 
ccagtaacca 
accaaagatg 
catgggtcta 
aaagattggt 
gttgaaaaat 
tctttatttg 
gaagatgaat 
ggatttattg 
aagattgccc 
actgaaaaga 
ggtagtaatt 
ttgcgtgaat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1517 



<210> 416 
<211> 338 
<212> PRT 

<213> Candida albicans 



<400> 416 

Met Tyr Phe Pro He He Val Trp Leu Tyr Val Ser He Thr Phe Val 
15 10 15 

Val Ala Asn Tyr Gly Phe Asp Gin Trp Thr Asn Asp Asp Leu Lys Gin 
20 25 30 

Phe Leu Lys Glu Arg Lys Val Ala Phe Asn Asp Ala Leu Glu Asn Pro 
35 40 45 



Lys Leu He Ser Leu Ala Asn Glu Glu Ala Lys Lys Leu Glu Lys Gly 
50 55 60 
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Tyr Lys Lys Val Thr Glu Glu Leu Asn Asn Asn Leu Asn Pro Pro Asp 
65 70 75 80 

Asp Ser Leu Asn Asp Tyr Leu Asn Phe Asp Tyr Leu Phe Gly Lys Arg 
85 90 95 

Lys Glu Asn Tyr Ser lie Lys Glu Trp lie Phe Glu Ser Trp Pro Val 
100 105 110 

Thr Ser Leu Gin Thr Phe Leu Thr Gin Asn Asn lie Gin Tyr Ser Ala 
115 120 125 

Lys Asp Thr Lys Asp Asp Leu lie Asn Lys Val Lys Asp Gin Phe Asp 

130 135 140 

Ser lie Ser Lys Lys Asn His Gly Ser Ser Phe Tyr Pro Gly Asn Trp 
145 150 155 160 

Leu Tyr Glu Ser Trp Ser Glu ASn Asp Leu Lys Asp Trp Leu Lys Ser 
165 170 175 

Tyr Gly lie Glu Phe Asn Pro Ser Ser Thr Lys Asp Gin Leu Val Glu 
180 185 190 

Lys Leu Lys Glu Phe Ser Tyr Gin Ala Thr His Ser lie Arg Asp Ser 
195 200 205 

Lys Glu Ser Leu Phe Asp Ser Leu Asp Leu Phe Asp Lys Thr lie Phe 
210 215 220 

Asp Lys Lys Gly Gin lie Glu Asp Glu Phe Phe Gin Thr Trp Ser Tyr 
225 230 235 240 

Ser Gin Leu Arg Glu Trp Leu Tyr Leu His Gly Phe lie Asp Thr Lys 

245 250 255 

Pro Gly lie Tyr Val Glu Asp Leu Asp Lys Glu Lys Leu Val Lys lie 
260 265 270 

Ala Gin Ser Tyr Lys Lys Cys Leu Leu Ser Asp lie His Thr Trp Leu 
275 280 285 

Ala Asn Thr Glu Lys Lys Ser Gin Pro Trp lie Thr Lys Gly Glu Gin 
290 295 300 

Lys Ser Gin Lys Lys Lys Gly Ser Asn Leu lie Asn Asp Thr Phe Phe 
305 310 315 320 

Val Gly lie Asn Asn Trp Ser Lys Asp Lys Leu Arg Glu Leu Gly Asn 
325 330 335* 



Leu Asp 
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<210> 417 

<211> 2243 

<212> DNA 

<213> Candida albicans 



<400> 417 

atgagttcat agatgatctg tttcactttc 
gcatagattt tgccgccact tgtacagatg 
attaaagtga aaaacaattt ccgaaaaaag 
gaacaaaaga aaaaaaattt caaattgtag 
tatcaccagc acaactgatt actttttatt 
taaatacaac tcagaaaaaa cacttactat 
taaacattct tgcctttcat ccttgattat 
aaaaataata ccaataatct tcccattaga 
ctaaatcact attctccatt atgaaaattt 
ttatcataaa taccactgtt gcagtatcac 
tcagtccatt tgattcacca gaattttgtt 
ctttcaccta cattgatgaa ttgaataaag 
agaccctgta tttccgttat tttaaagtca 
ctcaacattt ttgtgctagt gaaaactgtg 
gtcaagtcac caatgaaagt ttgaaacctt 
aatcatcaat tgataattcc attgaaaccg 
atagtgaaat agatgatgac catcattgtg 
gatttactgg gtatggtggt aatcaaagtt 
attgtttccc taatactaat ccaatgtcag 
aatgtatcga aaagaacttg ttttatcgtg 
tacatttatc aagagaatat ttgaattctg 
tgtttatgga aagagtaggt atgcataatg 
ccttagtgtc ccaagctata gttaaattga 
aactggggta tgatgacatt actccagctc 
tcgaatcagt cgaagtttat gatcgtttgt 
caaatgttgt gtttaatact tccaacttgt 
gatcaagatt tagaaacatt tctgccatta 
tgtgggggaa aatccaaacc attggttatg 
acaactatga taatcacaat ttgaaattta 
cttttgatcg tttatctaaa tctattgaaa 
aacaccttaa agatattgct gaaggattaa 
acaacaaacc aggtaacgga tttgccttcc 
ctgaccaaac caacaccccc aaaaatcaac 
aaagacttac attagaagaa attgcccaca 
acttcagatt atcctttgat gaagtttggc 
aaagattccc agccgtattg agtagattca 
aattgcttgg taaaccaaca gtttatgatt 
aatacagtca agtccttgga taa 



aaataacgtg tcaacaaaaa taaagttaga 60 
gatagaattg aatgcaaatt ctgcataaag 12 0 
aagaaaatcg aacacattag aaaaagaaac 180 
ttgcatgtat ataaaataat ataaaagata 24 0 
tatatcacct gtcaacaaca aatttccaaa 300 
cttttcttag tttggtttct ataatcttat 360 
catattagat cttatcttta atttgtttga 42 0 
acttacaaca caacaacaaa aaaacccatt 480 
tcagattatt ttcactacta atcgtacaat 540 
ctgtgtcagc agttttacca aaactgagtt 600 
cacagatcat aactcccact tgtaatacaa 660 
atattcgtcc ctacttgtcg gaattagtca 72 0 
atttagataa acaatgtcgt ttttggaatg 780 
ctgttgaaat attggaagat ttcaattgga 84 0 
caggattagg taagatttca ttacctgaca 900 
aagaagttca aacttgtgaa gatttagatt 960 
tttatgtcaa cttggtaaat aacccagaaa 102 0 
ttgatgtttg gaaggctatt tacctggaaa 1080 
tgacaaatga tgccgacaat ggtggtgaac 114 0 
ttgttagtgg tatgcatgct tcaattgcag 12 0 0 
aaactggtga attttatcct aatttaaagg 1260 
acagattatc taatatttat ttcaattatg 1320 
gtgaaatttt accattgaga gagttcattc 1380 
aaaagcaaca tttattggct aataatgatg 1440 
tgttagatga cattattcct agtttggaag 1500 
ttgataatag caatttgagg gatgaattta 1560 
tggattgtgt tggttgtgat agatgcagaa 162 0 
gtaccgctct caagatttta tttgaagatg 1680 
gaagaattga aattgttgcc ttgattaata 1740 
gtattaatat gtttaaagaa atgtatttgc 1800 
cccaacctgg tgtttacgac aaaatacaaa 1860 
catttgttag tccattacct cagaaaaaac 192 0 
aacaaaaaca acctcaagaa actgacaaaa 1980 
caaaacctga agatcgaact tttattgaag 2040 
aagcattaag atttgtttta actagttatc 2100 
cattggttca attgaatgaa tggtggaata 2160 
accaaagttc ttttgatgtt gatgccctac 2220 

2243 



<210> 418 
<211> 580 
<212> PRT 

<213> Candida albicans 
<400> 418 

Met Lys lie Phe Arg Leu Phe Ser Leu Leu lie Val Gin Phe lie lie 
15 10 15 

Asn Thr Thr Val Ala Val Ser Pro Val Ser Ala Val Leu Pro Lys Ser 
,20 25 30 
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Ser Phe Ser Pro Phe Asp Ser Pro Glu Phe Cys Ser Gin lie lie Thr 

35 40 45 

Pro Thr Cys Asn Thr Thr Phe Thr Tyr lie Asp Glu Leu Asn Lys Asp 
50 55 60 

lie Arg Pro Tyr Leu Ser Glu Leu Val Lys Thr Ser Tyr Phe Arg Tyr 
65 70 75 80 

Phe Lys Val Asn Leu Asp Lys Gin Cys Arg Phe Trp Asn Ala Gin His 
85 90 95 

Phe Cys Ala Ser Glu Asn Cys Ala Val Glu lie Leu Glu Asp Phe Asn 

ICQ 105 110 

Trp Ser Gin Val Thr Asn Glu Ser Leu Lys Pro Ser Gly Leu Gly Lys 
115 120 125 

lie Ser Leu Pro Asp Lys Ser Ser lie Asp Asn Ser lie Glu Thr Glu 
130 , 135 140 

Glu Val Gin Thr Cys Glu Asp Leu Asp Tyr Ser Glu He Asp Asp Asp 
145 150 155 160 

His His Cys Val Tyr Val Asn Leu Val Asn Asn Pro Glu Arg Phe Thr 
165 170 175 

Gly Tyr Gly Gly Asn Gin Ser Phe Asp Val Trp Lys Ala He Tyr Ser 
180 185 190 

Glu Asn Cys Phe Pro Asn Thr Asn Pro Met Ser Val Thr Asn Asp Ala 
195 200 205 

Asp Asn Gly Gly Glu Gin Cys He Glu Lys Asn Leu Phe Tyr Arg Val 

210 ' 215 220 

Val Ser Gly Met His Ala Ser He Ala Val His Leu Ser Arg Glu Tyr 
225 230 235 240 

Leu Asn Ser Glu Thr Gly Glu Phe Tyr Pro Asn Leu Lys Val Phe Met 
245 250 255 

Glu Arg Val Gly Met His Asn Asp Arg Leu Ser Asn He Tyr Phe Asn 
260 265 270 

Tyr Ala Leu Val Ser Gin Ala He Val Lys Leu Ser Glu He Leu Pro 

275 280 285 

Leu Arg Glu Phe He Gin Ser Gly Tyr Asp Asp He Thr Pro Ala Gin 
290 295 300 

Lys Gin His Leu Leu Ala Asn Asn Asp Val Glu Ser Val Glu Val Tyr 
305 310 315 320 

Asp Arg Leu Leu Leu Asp Asp He He Pro Ser Leu .Glu Ala Asn Val 
325 330 335 
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Val Phe Asn Thr Ser Asn Leu Phe Asp Asn Ser Asn Leu Arg Asp Glu 
340 345 350 

Phe Arg Ser Arg Phe Arg Asn lie Ser Ala lie Met Asp Cys Val Gly 
355 360 365 

Cys Asp Arg Cys Arg Met Trp Gly Lys lie Gin Thr lie Gly Tyr Gly 
370 375 380 

Thr Ala Leu Lys lie Leu Phe Glu Asp Asp Asn Tyr Asp Asn His Asn 
385 390 395 400 

Leu Lys Phe Arg Arg lie Glu lie Val Ala Leu lie Asn Thr Phe Asp 
405 410 415 

Arg Leu Ser Lys Ser lie Glu Ser lie Asn Met Phe Lys Glu Met Tyr 
420 425 430 

Leu Gin His Leu Lys Asp lie Ala Glu Gly Leu Thr Gin Pro Gly Val 
435 440 445 

Tyr Asp Lys lie Gin Asn Asn Lys Pro Gly Asn Gly Phe Ala Phe Pro 

450 455 460 

Phe Val Ser Pro Leu Pro Gin Lys Lys Pro Asp Gin Thr Asn Thr Pro 
465 470 475 480 

Lys Asn Gin Gin Gin Lys Gin Pro Gin Glu Thr Asp Lys Lys Arg Leu 
485 490 495 

Thr Leu Glu Glu lie Ala His Thr Lys Pro Glu Asp Arg Thr Phe lie 
500 505 510 

Glu Asp Phe Arg Leu Ser Phe Asp Glu Val Trp Gin Ala Leu Arg Phe 

515 520 525 

Val Leu Thr Ser Tyr Gin Arg Phe Pro Ala Val Leu Ser Arg Phe Thr 
530 535 540 

Leu Val Gin Leu Asn Glu Trp Trp Asn Lys Leu Leu Gly Lys Pro Thr 
545 550 555 560 

Val Tyr Asp Tyr Gin Ser Ser Phe Asp Val Asp Ala Leu Gin Tyr Ser 
565 570 575 

Gin Val Leu Gly 
580 



<210> 419 

<211> 1004 

<212> DNA 

<213> Candida albicans 



<400> 419 
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tgtgaaaaaa 
acaagtaaca 
acgagacaat 
caatccaaca 
ttacacattt 
tatcttgttt 
gaaacgacga 
ttgatcacgc 
acacagctca 
agtatcaaca 
ataatttata 
gagtatcccc 
agtttgatcc 
ttttacatcc 
ctgtgcaaag 
ctgaaagtgg 
accgacaaat 



aattgtggtg 
atttcaaagt 
tgagtcgacc 
ttccacttat 
cgtatatctc 
atcaaatcag 
ggacgacaca 
acacattaga 
ttcaccactc 
attatcgagg 
caaatgggaa 
agcagtattg 
accattgtta 
tcctggtgaa 
tattgaaaag 
ggctaatatc 
tagacaacat 



tggatgttgt 
tgggcttgga 
agtacgtttt 
tctatatcaa 
ggcaataggg 
gagtatagaa 
acaacgacta 
aacacaatat 
atgccccgaa 
gacccaccac 
tgtttattag 
actttcccta 
catccaaata 
gatccaaatc 
atcttgttga 
gatgcttgta 
gtcaaggagt 



tgtcgttgtt 

gatcgatttt 
aattgaatac 
tgtaaagtca 
gggataaaaa 
ttccacccaa 
aagaagaaga 
tggatcactt 
gttctactgc 
ctgggataat 
aaggaccatc 
aagattaccc 
tttatgctga 
aatatgaacg 
gtgtcatgtc 
aattatggag 
cattaggatt 



gcgttgtcca 
ttttcccgcg 
gagagtcgac 
ttttttgata 
atagtattga 
caactagatt 
agaaaaaaaa 
ttttcgataa 
tcaaaagcgt 
cgcaggacca 
cgatactcca 
attatcacca 
tggaaccgtt 
accagaggaa 
tatgcttgca 
agataatcgt 
atga 



caacaaaaaa 
tctgtgtggc 
gcaattacat 
atatcgtaat 
ctaattaata 
ttccgaatgc 
tataaataaa 
tactaccacc 
ttactaacag 
gtgagtgaag 
tatgcaaatg 
cctacattaa 
tgtatttcga 
agatggtcac 
gaacctaatc 
gctgaatatg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1004 



<210> 420 
<211> 167 
<212> PRT 

<213> Candida albicans 



<400> 420 
Met Pro Arg Ser 
1 

Gin Leu Ser Arg 
20 

Glu Asp Asn Leu 
35 

Thr Pro Tyr Ala 
50 

Asp Tyr Pro Leu 
65 

His Pro Asn lie 



Pro Pro Gly Glu 
100 

Ser Pro Val Gin 
115 

Leu Ala Glu Pro 
130 

Leu Trp Arg Asp 
145 



Ser Thr Ala Gin 
5 

Asp Pro Pro Pro 



Tyr Lys Trp Glu 
40 

Asn Gly Val Ser 

55 

Ser Pro Pro Thr 
70 

Tyr Ala Asp Gly 
85 

Asp Pro Asn Gin 



Ser lie Glu Lys 
120 

Asn Pro Glu Ser 
135 

Asn Arg Ala Glu 
150 



Lys Arg Leu Leu 
10 

Gly lie lie Ala 
25 

Cys Leu Leu Glu 



Pro Ala Val Leu 
60 

Leu Lys Phe Asp 
75 

Thr Val Cys lie 
90 

Tyr Glu Arg Pro 
105 

lie Leu Leu Ser 



Gly Ala Asn lie 
140 

Tyr Asp Arg Gin 
155 



Thr Glu Tyr Gin 
15 

Gly Pro Val Ser 
30 

Gly Pro Ser Asp 
45 

Thr Phe Pro Lys 



Pro Pro Leu Leu 
80 

Ser lie Leu His 
95 

Glu Glu Arg Trp 
110 

Val Met Ser Met 
125 

Asp Ala Cys Lys 



lie Arg Gin His 
160 



Val Lys Glu Ser Leu Gly Leu 
165 
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<210> 421 
<211> 1031 
<212> DNA 

<213> Candida albicans 



<400> 421 

ctacacaaag 

aaacgtcgat 

aatcagttct 

caaaagtaca 

tgtacactac 

attgttaaca 

attctactca 

aaaatcttca 

ccctagcctg 

ccactttaaa 

ccgtaccagc 

ctacatcacc 

atagaatcac 

ctacttcaat 

taccaacatt 

ttggtaatgg 

tttatagaac 

tcttatggta 



cttcgagagt 
tgtctttcct 
gcacgtgata 
ctcatcagtc 
ttttttggtt 
agtctttttt 
ctcaccttac 
ctacaccaat 
ccacaacaac 
caactatgtc 
aacttcaaat 
tcatttacaa 
tggtgttgct 
tttaaatatt 
tgctcaatat 
gattagacat 
tgggtatgct 
a 



tttttttcgt 
ttatgattgt 
taatctccta 
tattgtcgta 
tgtattgtaa 
ttccccggga 
accctcactc 
aacaaagaac 
atgatttctc 
aaattacaat 
caagaacaag 
atttatgaac 
atggccggtg 
ccatttgata 
ggtatcaaag 
ttggtttggg 
gttttggctg 



tgcaggggtg 
tctttaacgg 
tcgctagtag 
gatttcgcat 
attacaattt 
ttgaatccgg 
actcaaacaa 
caatagttca 
gtattggatt 
cgacattagc 
aaatattggt 
cacaattaac 
ccttttatgc 
ctactacttt 
ctatttgtgc 
attttggtaa 
ctactgctgt 



ggacaggtga 
aattgtgttc 
taagttttaa 
acttgtgata 
ttctattggt 
aaactaccat 
ttatatcaac 
atctaataaa 
attgaaaaga 
ccttaaaaga 
tgcccaacgt 
ttggatcatg 
tttaacttgt 
agtatctgca 
ttatccattt 
agaattaacc 
cattggaagt 



gtaacgaata 
cttaaaacaa 
tttttttgat 
atatctggtg 
taaaatgata 
taattcactc 
ccaaaaaaaa 
ccatccttcc 
cctaccgtgt 
tacacatcaa 
aaaaatagac 
tcatcattcc 
ggatttgctg 
ttcaccacat 
gtttatcata 
atccctggtg 
tatttagctt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1031 



<210> 422 
<211> 176 
<212> PRT 

<213> Candida albicans 



<400> 422 

Met lie Ser Arg lie Gly Leu Leu Lys 
1 5 



Arg Pro Thr Val Ser Thr Leu 
10 15 



Asn Asn Tyr Val Lys Leu Gin Ser Thr 
20 25 



Leu Ala Leu Lys Arg Tyr Thr 
30 



Ser Thr Val Pro Ala Thr Ser Asn Gin 
35 40 



Glu Gin Glu lie Leu Val Ala 
45 



Gin Arg Lys Asn Arg Pro Thr 
50 55 



Ser Pro His Leu Gin lie Tyr Glu Pro 
60 



Gin Leu Thr Trp lie Met Ser Ser Phe 
65 70 



His Arg lie Thr Gly Val Ala 
75 80 



Met Ala Gly Ala Phe Tyr Ala Leu Thr 

85 



Cys Gly Phe Ala Ala Thr Ser 
90 95 



lie Leu Asn lie Pro Phe Asp Thr Thr 
100 105 



Thr Leu Val Ser Ala Phe Thr 
110 



Thr Leu Pro Thr Phe Ala Gin Tyr Gly lie Lys Ala lie Cys Ala Tyr 



433 



115 120 125 

Pro Phe Val Tyr His He Gly Asn Gly He Arg His Leu Val Trp Asp 
130 135 140 

Phe Gly Lys Glu Leu Thr He Pro Gly Val Tyr Arg Thr Gly Tyr Ala 
145 150 155 160 

Val Leu Ala Ala Thr Ala Val He Gly Ser Tyr Leu Ala Phe Leu Trp 
165 170 175 



<210> 423 
<211> 1176 
<212> DNA 

<213> Candida albicans 

<400> 423 

aaaagcaaga agagaaggac tcgttggcca atttcttcgg caatttcaag aagaaaagag 60 
tagctgttta gaactatata tatatgtact cgcgctttaa tgtttatagc aataatgaaa 120 
tgttttaata attatttaat caaacttggt tgtaacttat gattatggta gtgatctaag 180 
aacacaactt gcaaagcaat ggtagtttct ttgattttgt gtttctatta gattcctgtt 24 0 
tctattagat tcccgctttt tttttttttg cagacattaa acctcagggc tatagcccta 300 
atggcaaaac atgcacgtgt atgtttcttg atttttctac actactagta - aaaaaatttt 360 
ctttccgctc actattcaca catacactct ttttcgcaca attacagtct accaacagga 420 
aaagaaaaaa aaaaggaatc tggtaattga aaaattgaag tttggttctt ttaatactat 480 
caatcaacta gagtcacagc atgttaattc caaaagaaga cagaaagaag atccaccaat 54 0 
acctcttcca aggtatgtaa atatgaatta taaactggaa cagaatatgg catttcaagg 600 
gatgcacgat aagtcaagag ttcatgaaaa agcacagatt ataacagtcg taaagaaaaa 660 
tttcactacc aacaacaata agaagatatc aaagagattc agtaatcact acttacaaga 72 0 
aacatataac atcatggaga gtttaatttg aaatacgaat gaatatacaa atgaactata 780 
ccctttttat ggccatatca cgtttcaaga aatatttaaa caaaaataaa atgaagaata 840 
aaacttggat atactaacac atgtattata gagggtgtcg ttgttgctaa gaaagacttc 900 
aaccaaccaa agcacgatga aattgatact agaaacttgt tcgtcatcaa agctttacaa 96 0 
tctttgactt ctaaaggtta cgtcaagact caattctcat ggcaatacta ctactacacc 102 0 
ttgactgatg aaggtgttga attcttgaga accgaattga acattccaga aggtatcttg 1080 
ccattgacca gattgaagaa tgctccagct gaaagaccaa gaccatcaag aggcggtcca 1140 
agaagaggtg gttacagagg tagagctaga gactaa 1176 

<210> 424 
<211> 118 
<212> PRT 

<213> Candida albicans 
<400> 424 

Met Leu He Pro Lys Glu Asp Arg Lys Lys He His Gin Tyr Leu Phe 
15 10 15 

Gin Glu Gly Val Val Val Ala Lys Lys Asp Phe Asn Gin Pro Lys His 
20 25 30 



Asp Glu He Asp Thr Arg Asn Leu Phe Val He Lys Ala Leu Gin Ser 
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35 



40 



45 



Leu Thr Ser Lys Gly Tyr Val Lys Thr Gin Phe Ser Trp Gin Tyr Tyr 
50 55 60 

Tyr Tyr Thr Leu Thr Asp Glu Gly Val Glu Phe Leu Arg Thr Glu Leu 
65 70 75 80 

Asn lie Pro Glu Gly lie Leu Pro Leu Thr Arg Leu Lys Asn Ala Pro 
85 90 95 

Ala Glu Arg Pro Arg Pro Ser Arg Gly Gly Pro Arg Arg Gly Gly Tyr 
100 105 110 

Arg Gly Arg Ala Arg Asp 
115 



<210> 425 
<211> 2840 
<212> DNA 

<213> Candida albicans 



<400> 425 

tgttgggagt 

cagctaacta 

gtaaataaca 

ttttaagcaa 

tgagtttata 

gcacatggga 

tttttctaaa 

ataattgctt 

tgccaacttg 

ctggaaacat 

caaaacagaa 

atatagaaag 

atgataatgc 

tagataatgc 

ctcccggaac 

aacagcttca 

aggctccgtc 

gacctgtaca 

ttgtgctacc 

aaaatatacc 

atgatgatac 

acgatgggga 

gccaacagca 

tgtctcctct 

acgcgtctaa 

caaaactttt 

ttgacattga 

cgaacgaatc 

atttgaattt 

tagagagttc 

acaatattaa 

atggtgataa 



attctggcac 
attatctagt 
actacagagt 
taggtcattt 
cctaaaacat 
atttgctgat 
tatttttttt 
agtttacttg 
atcaaattcg 
gaatgaaaat 
ttcaaccaaa 
cagtgatagt 
tagtaatatt 
tagtgttaac 
atcgatagcg 
atattttcat 
aatttccaac 
tctacgtgag 
aaactcaact 
tcaataccag 
attttcatat 
tttgacaaaa 
accacaaccg 
aaatcagata 
aagaaattac 
cgataaaaaa 
agatttcgat 
aacttcatta 
ccctcaggtg 
tgatcgtggc 
ttctcctttg 
caaaaagagt 



aacaaatact 
ttatatctat 
tgtcacagta 
attgctgtaa 
gaactatatc 
cttgcttcct 
tttgttgttg 
cttcttacac 
atgctacatc 
acagatgctc 
accgattttt 
gatgaaacgt 
aacaataaca 
ggaagtatga 
ttaggatcgg 
gacccagtga 
tccatcagca 
gcatcaacgt 
gaaaggttta 
aaaactagta 
aatgaagttg 
aataccatta 
caaccacagc 
caagcagcga 
aaaacctcat 
gggtcacaac 
gatgagctta 
ctaaatcaaa 
aagcgccaaa 
tctaacaaag 
actgctaata 
aataccaaca 



tacttttagg 
atccattatt 
tccaaaaaaa 
tcaagtgtta 
aactttaaat 
tgcacgtaca 
ttgttattaa 
cctttgcata 
ctaataattc 
caccgaaaca 
ttgctgcacg 
ttatatatga 
acaataacag 
ttgcttcatc 
gccttcgatc 
ggcaacaaca 
gttcaaataa 
attcagtgaa 
ctgcttcacc 
gtgttgccca 
aggataattt 
Gtaataacaa 
cgcaaccaca 
catcagcaac 
ccacttcctc 
caagaagata 
tatactatga 
accaaagaat 
gcaagcgtta 
atggtactga 
ataataataa 
acaacaacat 



ttactaacat 
gttgaaatca 
actttgtacc 
ccagtatctc 
gcccctaatc 
cggcacatgt 
acaatattat 
tttttttttt 
agtagtcgat 
gcagacgaaa 
attggctagt 
gaataatgat 
caccaataac 
caatgcaatg 
gccatccata 
gttcaaactt 
tatagattca 
tgataatgac 
ttcgaacaat 
ctcaatcaat 
aattgatgaa 
caatccacca 
gcaaccacaa 
accttctgtg 
aaaattaaga 
cagtaccatt 
caacacagct 
cccccattat 
tttgtcaact 
taatggaaac 
taacgtcaat 
tgctaataat 



tatttttctt 
ctatcgtgag 
tatcaataca 
tagttaatgt 
acgtgataca 
acacgacttt 
tttcatatat 
ttcctttttc 
atgtctagca 
aagaaaatat 
gcggttgacg 
actgaacttg 
attatcaatt 
gtgactggtc 
ctagaggggg 
ccttctacca 
atacttaaac 
caccgaaatc 
^.ttggtaatg 
gaaggataca 
gattccacgg 
accacgtcga 
ctacatactc 
tccactaaaa 
tcaactacat 
cctgatgata 
aggttcccag 
agatcactta 
ggccaacctt 
aacagtgatc 
cacaacgatc 
agagcatttc 



60 
120 
180 
240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 
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catttcctta 
aatcacaaat 
cacggaattt 
caagaaagac 
ttgtttgtat 
caaaagattt 
agttagtttt 
atgaagtaga 
aaatatctaa 
attttgaatc 
agggaggaat 
taaatatggc 
gtaatgacac 
ttgatttgat 
cagtcgtggt 
agaataatat 



tcaagatcaa 
caatggaccc 
taacaacaac 
agatcagtat 
attaattgtg 
aactgatgta 
caatgttgtt 
gttggattta 
catgggaggg 
ggttctcaat 
ccgattatta 
tgatattaaa 
caacgataat 
tataactgga 
tagaaaaact 
ttcaatttag 



caacatcatt 
aattttgatt 
aataacccca 
agtcaaagaa 
cttaccatag 
ggtatcacat 
attgaagcat 
tttgcaagaa 
tcacaaaaag 
ttcaaaggtg 
tatcctggca 
atagctgctt 
gacaactcca 
gtattgaagt 
gggtatattg 



attactacga 
tgccagacct 
aaagatttgg 
caagctttct 
ggtttgtatt 
ccattgagaa 
ttaatccagg 
gtggctatct 
tagagacggt 
ggtttctctc 
aaaatgttac 
ccaatagcat 
agaagtggga 
atgatttacc 
atcctacctt 



ctacgatgat 
ccctataaac 
cg[acagtcat 
aaagtcatgc 

ggggtttgtt 

ccccattgtt 
gtggttttcc 
acctgataca 
taaattagga 
tcgagaaccg 
tgccgaggct 
tgctaaagaa 
aatcatatca 
attttcaaga 
attcgtaata 



tttgaccaag 
agatcagctt 
ttttttctac 
atttatacct 
ttggccacaa 
agtaaagatg 
gttgacatca 
gataatctga 
acgattttga 
acaattcaaa 
aaattggttg 
agcactacta 
agcaatccat 
acctcaagat 
ccacaaggag 



1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2840 



<210> 426 
<211> 779 
<212> PRT 

<213> Candida albicans 
<400> 426 

Met Leu His Pro Asn Asn Ser Val Val Asp Met Ser Ser Thr Gly Asn 
15 10 15 

Met Asn Glu Asn Thr Asp Ala Pro Pro Lys Gin Gin Thr Lys Lys Lys 

20 25 30 

lie Ser Lys Gin Asn Ser Thr Lys Thr Asp Phe Phe Ala Ala Arg Leu 
35 40 45 

Ala Ser Ala Val Asp Asp lie Glu Ser Ser Asp Ser Asp Glu Thr Phe 
50 55 60 

lie Tyr Glu Asn Asn Asp Thr Glu Leu Asp Asp Asn Ala Ser Asn lie 
65 70 75 80 

Asn Asn Asn Asn Asn Asn Ser Thr Asn Asn lie lie Asn Leu Asp Asn 
85 90 95 

Ala Ser Val Asn Gly Ser Met lie Ala Ser Ser Asn Ala Met Val Thr 
100 105 110 

Gly Pro Pro Gly Thr Ser lie Ala Leu Gly Ser Gly Leu Arg Ser Pro 
115 120 125 

Ser lie Leu Glu Gly Glu Gin Leu Gin Tyr Phe His Asp Pro Val Arg 
130 135 140 

Gin Gin Gin Phe Lys Leu Pro Ser Thr Lys Ala Pro Ser lie Ser Asn 
145 150 155 160 



Ser Il'e Ser Ser Ser Asn Asn lie Asp Ser lie Leu Lys Arg Pro Val 
165 170 175 
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His Leu Arg Glu Ala Ser Thr Tyr Ser Val Asn Asp Asn Asp His Arg 
180 185 190 

Asn Leu Val Leu Pro Asn Ser Thr Glu Arg Phe Thr Ala Ser Pro Ser 
195 200 205 

Asn Asn lie Gly Asn Glu Asn lie Pro Gin Tyr Gin Lys Thr Ser Ser 
210 215 220 

Val Ala His Ser lie Asn Glu Gly Tyr Asn Asp Asp Thr Phe Ser Tyr 
225 230 235 240 

Asn Glu Val Glu Asp Asn Leu lie Asp Glu Asp Ser Thr Asp Asp Gly 
245 250 255 

Asp Leu Thr Lys Asn Thr lie Thr Asn Asn Asn Asn Pro Pro Thr Thr 
260 265 270 

Ser Ser Gin Gin Gin Pro Gin Pro Gin Pro Gin Pro Gin Pro Gin Gin 
275 280 285 

Pro Gin Leu His Thr Ser Ser Pro Leu Asn Gin lie Gin Ala Ala Thr 
290 295 300 

Ser Ala Thr Pro Ser Val Ser Thr Lys Asn Ala Ser Lys Arg Asn Tyr 
305 310 315 320 

Lys Thr Ser Ser Thr Ser Ser Lys Leu Arg Ser Thr Thr Ser Lys Leu ' 
325 330 335 

Phe Asp Lys Lys Gly Ser Gin Pro Arg Arg Tyr Ser Thr lie Pro Asp 
340 345 350 

Asp lie Asp lie Glu Asp Phe Asp Asp Glu Leu lie Tyr Tyr Asp Asn 
355 360 365 

Thr Ala Arg Phe Pro Ala Asn Glu Ser Thr Ser Leu Leu Asn Gin Asn 
370 375 380 

Gin Arg He Pro His Tyr Arg Ser Leu Asn Leu Asn Phe Pro Gin Val 

385 390 395 400 

Lys Arg Gin Ser Lys Arg Tyr Leu Ser Thr Gly Gin Pro Leu Glu Ser 
405 410 415 

Ser Asp Arg Gly Ser Asn Lys Asp Gly Thr Asp Asn Gly Asn Asn Ser 
420 425 430 

Asp His Asn He Asn Ser Pro Leu Thr Ala Asn Asn Asn Asn Asn Asn 
435 440 445 

Val Asn His Asn Asp His Gly Asp Asn Lys Lys Ser Asn Thr Asn Asn 
450 455 460 



Asn Asn He Ala Asn Asn Arg Ala Phe Pro Phe Pro Tyr Gin Asp Gin 
465 470 475 480 
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Gin His His Tyr Tyr Tyr Asp Tyr Asp Asp Phe Asp Gin Glu Ser Gin 
485 490 495 

lie Asn Gly Pro Asn Phe Asp Leu Pro Asp Leu Pro lie Asn Arg Ser 
500 505 510 

Ala Ser Arg Asn Phe Asn Asn Asn Asn Asn Pro Lys Arg Phe Gly Asp 

515 520 525 

Ser His Phe Phe Leu Pro Arg Lys Thr Asp Gin Tyr Ser Gin Arg Thr 
530 535 540 

Ser Phe Leu Lys Ser Cys lie Tyr Thr Phe Val Cys lie Leu lie Val 
545 550 555 560 

Leu Thr lie Gly Phe Val Leu Gly Phe Val Leu Ala Thr Thr Lys Asp 
565 570 575 

Leu Thr Asp Val Gly lie Thr Ser lie Glu Asn Pro lie Val Ser Lys 
580 585 590 

Asp Glu Leu Val Phe Asn Val Val lie Glu Ala Phe Asn Pro Gly Trp 
595 600 605 

Phe Ser Val Asp lie Asn Glu Val Glu Leu Asp Leu Phe Ala Arg Ser 
610 615 620 

Gly Tyr Leu Pro Asp Thr Asp Asn Ser Lys lie Ser Asn Met Gly Gly 
625 630 635 640 

Ser Gin Lys Val Glu Thr Val Lys Leu Gly Thr lie Leu Asn Phe Glu 
645 650 655 

Ser Val Leu Asn Phe Lys Gly Gly Phe Leu Ser Arg Glu Pro Thr lie 
660 665 670 

Gin Lys Gly Gly lie Arg Leu Leu Tyr Pro Gly Lys Asn Val Thr Ala 
675 680 685 

Glu Ala Lys Leu Val Val Asn Met Ala Asp lie Lys lie Ala Ala Ser 

690 695 700 

Asn Ser lie Ala Lys Glu Ser Thr Thr Ser Asn Asp Thr Asn Asp Asn 
705 710 715 720 

Asp Asn Ser Lys Lys Trp Glu lie lie Ser Ser Asn Pro Phe Asp Leu 
725 730 735 

lie lie Thr Gly Val Leu Lys Tyr Asp Leu Pro Phe Ser Arg Thr Ser 
740 745 750 

Arg Ser Val Val Val Arg Lys Thr Gly Tyr lie Asp Pro Thr Leu Phe 
755 760 765 



Val lie Pro Gin Gly Glu Asn Asn lie Ser 
770 775 



lie 



J„0 f| 30 0 .1= I. i2!2 6 0 .1. 
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<210> 427 

<211> 1352 

<212> DNA 

<213> Candida albicans 



<400> 427 

cccacagacc 

cattcaaccc 

aatcaaatta 

gtctcttctg 

ctcgcaaatt 

gtggaacaat 

aataccatcg 

taatagctca 

taagacaaac 

atagaaaggc 

cagctctagc 

gtgattttat 

cgggaatatc 

tacaattcct 

actatataat 

tattgcacga 

caactgcgat 

acgtctcaga 

gtgtggttaa 

taataacatt 

ctaaggattc 

tcagactagg 

taagaacagc 



aataacgttt 
cggttagctg 
ccaatacttg 
ttgtttgata 
tgaaaccatg 
tgtgtagtag 
caaaaatcct 
tcacaacaat 
ctcagaagct 
tttacagctt 
aagtggaaaa 
ttacgatgaa 
tgatccaaaa 
gaaagaaatc 
ctcagatttg 
gcatcgtggt 
tttcacgtta 
gtcctatcct 
aatattgcaa 
tgtcaataac 
agtggagttg 
attacctgac 
taatagaaag 



taccaaccaa 
tttgagtatt 
tttacctttc 
ttaatataaa 
gatgagtaaa 
ctctttgata 
aacaaaaaaa 
tcgtctacac 
atgataagaa 
caggaatctt 
tcattatcaa 
agtgaacaaa 
gttgttatta 
aagttaatgt 
gtaagtacct 
gtcccatcaa 
cataatgtca 
cacttaatat 
catttgtttc 
gatgactaca 
agtgagattg 
aacaaagatg 
aattacttgt 



aacctctgat 
ggatagcaac 
atctgattct 
taaaacttat 
cttgttgtgt 
aatatccaag 
aaaaattaat 
ttcccacctg 
aacaggctag 
ccttaacaga 
aggagcttgc 
tagaaattga 
ccacatcccg 
ttccaaatag 
gtaatagagt 
gtttaactgt 
aactaagaca 
ttgagaattt 
ctccaggtgt 
tatcggtgag 
gcccacgttt 
ctgatgtcga 
aa 



atcaatgatt 
actttcaatt 
aattggttca 
ttatcacgtt 
tagatgagct 
aacagtcgtg 
aaagaaaaga 
atttgttggt 
agaaagaaga 
aaaaagacaa 
cgaagatgaa 
tgacgaatac 
tgatccatct 
cttgaagttg 
gcaagtttcc 
aagccacttt 
cgatttgcca 
ccaatccgac 
caagaaagat 
acaccatgtt 
cgaaatgaga 
gtggcagatg 



cgaaaagatt 
agtgcaacac 
tagcaatata 
gtttagtagt 
caaatatctg 
caagtttcaa 
aataattcta 
ttaaatataa 
gagtatcttt 
caattgaaag 
aaattacaac 
agtcggttgt 
gtcaagttgc 
aatcgaggaa 
gatatgattt 
cctcatggcc 
aacttgggaa 
ttgggtaagc 
agctccagag 
tacgtcaaaa 
ttgtatgaaa 
agaagattca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1352 



<210> 428 
<211> 283 
<212> PRT 

<213> Candida albicans 
<400> 428 

Met lie Arg Lys Gin Ala Arg Glu Arg Arg Glu Tyr Leu Tyr Arg Lys 
15 10 15 

Ala Leu Gin Leu Gin Glu Ser Ser Leu Thr Glu Lys Arg Gin Gin Leu 
20 25 30 

Lys Ala Ala Leu Ala Ser Gly Lys Ser Leu Ser Lys Glu Leu Ala Glu 
35 40 45 

Asp Glu Lys Leu Gin Arg Asp Phe lie Tyr Asp Glu Ser Glu Gin lie 
50 55 60 

Glu lie Asp Asp Glu Tyr Ser Arg Leu Ser Gly lie Ser Asp Pro Lys 
65 70 75 80 



Val Val lie Thr Thr Ser Arg Asp Pro Ser Val Lys Leu Leu Gin Phe 
85 90 95 
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Ser Lys Glu lie Lys Leu Met Phe Pro Asn Ser Leu Lys Leu Asn Arg 
100 105 110 

Gly Asn Tyr lie lie Ser Asp Leu Val Ser Thr Cys Asn Arg Val Gin 
115 120 125 

Val Ser Asp Met lie Leu Leu His Glu His Arg Gly Val Pro Ser Ser 
130 135 140 

Leu Thr Val Ser His Phe Pro His Gly Pro Thr Ala lie Phe Thr Leu 
145 150 155 160 

His Asn Val Lys Leu Arg His Asp Leu Pro Asn Leu Gly Asn Val Ser 
165 170 175 

Glu Ser Tyr Pro His Leu lie Phe Glu Asn Phe Gin Ser Asp Leu Gly 
180 185 190 

Lys Arg Val Val Lys lie Leu Gin His Leu Phe Pro Pro Gly Val Lys 
195 200 205 

Lys Asp Ser Ser Arg Val He Thr Phe Val Asn Asn Asp Asp Tyr He 
210 215 220 

Ser Val Arg His His Val Tyr Val Lys Thr Lys Asp Ser Val Glu Leu 
225 230 235 240 

Ser Glu He Gly Pro Arg Phe Glu Met Arg Leu Tyr Glu He Arg Leu 

245 . 250 255 

Gly Leu Pro Asp Asn Lys Asp Ala Asp Val Glu Trp Gin Met Arg Arg 
260 265 270 

Phe He Arg Thr Ala Asn Arg Lys Asn Tyr Leu 
275 280 



<210> 429 
<211> 1061 
<212> DNA 

<213> Candida albicans 
<400> 429 

tccttttgtt tttatttttg ctgtgttact ccagaaatgt gcataataat gataatagta 60 

atttgtgact aatatgagat gatcgtatgt gggtgggtgg ggaggaaggg acccggaatt 120 

ctaggaacag gaaaaataaa aacgaataaa caaaaacccc ccaatcggca tgcatcggaa 180 

ttctttcagc ccaattactt tatttttgcc cacttctttt ggattagggc aatagcccta 240 

aagctcgtgt tttagccctt tatatgcagt ctattttatt tttctctttt ttttttggct 300 

gttggtaaac tttttttttt ttcgcaggtg ttgaaaaaaa aatcattttt acagtttaca 360 

tttctctaac ctgcaaaaag ctctcgtttt tttgtagtga gagttactcg ttcacaatag 42 0 

tatactttac aggggagttc ttttcttttg gaatagtcaa ccaacagcaa atagccaagg 480 

atcaagcttc atcattaatc atgtcctcta agatcttatc agaaaaccca actgaattag 540 

aattaaaagt tgctcaagct ttcgttgatt tggaatctca agctgattta aaagctgaat 600 

tgagaccatt acaattcaaa tctatcaaag aaattgatgt taatggaggt aaaaaagctt 660 

tagctgtttt cgttccacca ccaagtttac aagcttacag aaaagttcaa actagattaa 72 0 

ctagagaatt agaaaaaaaa ttcccagata gacatgttgt ctttttagct gaaagaagaa 780 
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tcttaccaaa accagctaga aaagctagaa aacaacaaaa aagaccaaga tcaagaactt 840 
tgactgctgt tcatgataaa attttggaag atttagtttt cccaactgaa atcattggta 900 
aaagagttag atacttggtt ggtggtaaca aaatccaaaa agtcttgttg gattctaaag 960 
attcaactgc tgttgattac aaattggatt ctttccaaca attgtactca aaattgactg 102 0 
gtaaacaagt tgtttttgaa atcccaggtg aatctcatta g 1061 

<210> 430 
<211> 186 
<212> PRT 

<213> Candida albicans 

<400> 430 

Met Ser Ser Lys lie Leu Ser Glu Asn Pro Thr Glu Leu Glu Leu Lys 
15 10 15 

Val Ala Gin Ala Phe Val Asp Leu Glu Ser Gin Ala Asp Leu Lys Ala 
20 25 30 

Glu Leu Arg Pro Leu Gin Phe Lys Ser lie Lys Glu lie Asp Val Asn 
35 40 45 

Gly Gly Lys Lys Ala Leu Ala Val Phe Val Pro Pro Pro Ser Leu Gin 
50 55 60 

Ala Tyr Arg Lys Val Gin Thr Arg Leu Thr Arg Glu Leu Glu Lys Lys 
65 70 75 80 

Phe Pro Asp Arg His Val Val Phe Leu Ala Glu Arg Arg lie Leu Pro 
85 90 95 

Lys Pro Ala Arg Lys Ala Arg Lys Gin Gin Lys Arg Pro Arg Ser Arg 
100 105 110 

Thr Leu Thr Ala Val His Asp Lys lie Leu Glu Asp Leu Val Phe Pro 
115 120 125 

Thr Glu lie lie Gly Lys Arg Val Arg Tyr Leu Val Gly Gly Asn Lys 
130 135 140 

lie Gin Lys Val Leu Leu Asp Ser Lys Asp Ser Thr Ala Val Asp Tyr 
145 150 155 160 

Lys Leu Asp Ser Phe Gin Gin Leu Tyr Ser Lys Leu Thr Gly Lys Gin 
165 170 175 

Val Val Phe Glu lie Pro Gly Glu Ser His 
180 185 



<210> 431 
<211> 1256 . 
<212> DNA 

<213> Candida albicans 



<400> 431 
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tgttttgttt 
ctctcccgta 
attaggaccc 
tcaaatttgc 
acttattttg 
aattcctgca 
aggagagaga 
aaacttaaac 
ccaattaatt 
ctgacggtgt 
gttatgctgg 
ctaacactca 
ttgttaaaag 
aaagaggttt 
taccaattag 
gtgttgaagt 
ctgatggttt 
gacatgtttt 
ctgctaatag 
atgaagatga 
aaactgaaac 



ttgcaatcaa 
gttttacact 
catcttattg 
aataaataaa 
tgtaacgcat 
tattgaggtt 
ggtgaaaaat 
aacttctttt 
aacaaaaaaa 
cttctacgct 
tgttgaagtt 
aggtgtttta 
attcaaatta 
atctgctgct 
aagagctgct 
tgttatctct 
tatgattcat 
aatgagacaa 
atttggtcca 
agttattcca 
tgatgctcca 



cataatagaa 
tctagcctct 
ttaaggataa 
aaaaaaaaaa 
tcacgtgatc 
gaaaaaaaaa 
ttttctctct 
actttttcct 
atggttaacg 
gaattgaacg 
agaaaaactc 
ggtgaacaag 
tctccagaag 
gttcaagctg 
tatggtgttt 
ggtaaattaa 
tctggtcaac 
ggtgttttgg 
agagctttac 
gctccaactg 
gttgaagctg 



gaccaaacaa 
cttgtaaata 
tacttcttct 
aaacaaagcc 
ataatttttt 
agaaaaagaa 
ctctttcttt 
ttcttttcct 
ctatcttatc 
aattcttcac 
catctaaatt 
gtagaagaat 
gtattgccat 
aagctttgaa 
taagatttgc 
gagctgctag 
caactagaga 
gtatcaaagt 
cagatgctgt 
ttaaatctta 
aagctgaagt 



ataatttcta 
tacacctaat 
tcttcttctt 
gcacaagttt 
taaattcaaa 
aattttttca 
ctttcattct 
ttcaaacctc 
taagaaaaag 
cagagaatta 
ggaagttatt 
ccatgaatta 
ttatgctgaa 
agccaaatta 
tatgggtgcc 
agctaaatct 
tttcattgat 
taaaattatg 
taaaattgct 
taaacaaact 
tgaagctact 



ttttttttga 
tgacagtacc 
ctttgtttaa 
tcctaaaatg 
aactgaacca 
atcttgtttg 
catataccat 
tacaacagat 
aaattagtag 
gctgaacaag 
gttaaagctt 
acttcattga 
agagttgaag 
ttgtctggtt 
ggtgctaaag 
caaaaatatg 
attgccatta 
aaagatccag 
gaagctaaag 
gctgaagatg 
gcttaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1256 



<210> 432 

<211> 251 

<212> PRT 

<213> Candida albicans 



<400> 432 
Met Val Asn Ala 
1 

Val Phe Tyr Ala 

20 

Gin Gly Tyr Ala 
35 

Val lie Val Lys 
50 

Arg Arg lie His 
65 

Ser Pro Glu Gly 



Leu Ser Ala Ala 
100 

Gly Leu Pro lie 
115 

Gly Ala Gly Ala 
130 

Ala Ala Arg Ala 



lie Leu Ser Lys 
5 

Glu Leu Asn Glu 



Gly Val Glu Val 
40 

Ala Ser Asn Thr 
55 

Glu Leu Thr Ser 
70 

lie Ala lie Tyr 
85 

Val Gin Ala Glu 



Arg Arg Ala Ala 
120 

Lys Gly Val Glu 
135 

Lys Ser Gin Lys 



Lys Lys Lys Leu 
10 

Phe Phe Thr Arg 

25 

Arg Lys Thr Pro 



Gin Gly Val Leu 
60 

Leu lie Val Lys 
75 

Ala Glu Arg Val 
90 

Ala Leu Lys Ala 
105 

Tyr Gly Val Leu 



Val Val lie Ser 
140 

Tyr Ala Asp Gly 



Val Ala Asp Gly 
15 

Glu Leu Ala Glu 

30 

Ser Lys Leu Glu 
45 

Gly Glu Gin Gly 



Arg Phe Lys Leu 
80 

Glu Glu Arg Gly 
95 

Lys Leu Leu Ser 
110 

Arg Phe Ala Met 
125 

Gly Lys Leu Arg 



Phe Met lie His 
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145 

Ser Gly Gin Pro 



Leu Met Arg Gin 
180 

Pro Ala Ala Asn 
195 

lie Ala Glu Ala 
210 

Lys Ser Tyr Lys 
225 

Val Glu Ala Glu 



150 

Thr Arg Asp Phe 
165 

Gly Val Leu Gly 



Arg Phe Gly Pro 
200 

Lys Asp Glu Asp 
215 

Gin Thr Ala Glu 
230 

Ala Glu Val Glu 
245 



155 

lie Asp lie Ala 
170 

lie Lys Val Lys 
185 

Arg Ala Leu Pro 



Glu Val lie Pro 
220 

Asp Glu Thr Glu 
235 

Ala Thr Ala 
250 



160 

lie Arg His Val 
175 

lie Met Lys Asp 
190 

Asp Ala Val Lys 
205 

Ala Pro Thr Val 



Thr Asp Ala Pro 
240 



<210> 433 
<211> 2105 
<212> DNA 

<213> Candida albicans 

<400> 433 

aaactttctg attgaataaa gtgaactcaa 
attagtttta tcacgtaaat cttcaatata 
agtaagtaat attagttgtg ctcctcgttg 
accactggtc ccaccagtaa tcataaacac 
ggtggcacca tggaaataat acttggctcc 
aggtccatat tctttaattt ggtcccaata 
actagttaaa aaattcactg gcataattgg 
ggaggttgga atttgttcac aaattggttg 
cagtgctaac ataatttggg atgtatgtat 
ttcttgttct cccactcatc tcatcgctct 
tattttacat agctcaaggt gatccagctg 
ttacatcaat ccattcttcc aaacaatatg 
acggtactgc cataactggt attggcccag 
aggcattaat caatgtatat tcatggggaa 
cagaagcatt gacttgtatc acgttgataa 
acaatgatga caaccagtta tacaaattac 
gtggatcaaa gagtgggaaa ttgtacattt 
tcagagacgc ccattatcag gggatcacta 
taattactgg aggagaggat gccagatgtc 
tttatgacaa atcagaccat caagtgaaac 
cactcactga tctttgttta aatgatactc 
cttcagaaga cagcacggtc aggatttatg 
ttattttacc cagttccgct gaatgtatca 
tcgggttgaa taacggtctt gtaagatcaa 
cagtgttgga aagtattggc ggcatgaata 
taaaagagac atttgttgca catcaacaaa 
ttgttacgaa attgacaatt tcttttgatg 
gcagagtgtt tgtgtctgac attgtaacga 
actctccaat agcttatatt gctgttgaaa 



atcacattct tcggcatata tcaaaccatt 60 
ctcagccacc cattgatcat tggttcttct 120 
tcccaattca tatgctattt gagctccaat 180 
tttcccatgc atgtctcgct cccacgtatt 240 
agcaagagtt aatagaatgg gaagaacggt 3 00 
tggaatcacc tctggcccat caaacacaac 360 
tatatcaaga gtgaagaaaa atgctgtatt 420 
cctttttatt cttcttgtcc tttttttttt 480 
tgaaaaaaaa aaattttgta caatttcttg 540 
cttataaatt cacaaacatg gatgaagtag 600 
ataaacacag tcaagaatca tatggatatg 660 
catcttatcg acaagcagac tcgcatataa 72 0 
gagaaagaat tttcactgct gttcctaaca 780 
aagaaagtgt tgatcaacgt ataccgatac 84 0 
accatccaaa tggcagtaac aacaacagcg 900 
caaattaccg agttccttgg ttgttagcag 960 
gggaattaag ttcaggcaat ttattatgtg 1020 
ccatcaaggg ttcaagctgt ggaacatttt 1080 
ttgtatggaa tttagcagaa ttaattagta 1140 
catattggca aatcactgat aacacattac 1200 
ataacattaa tgatctaaaa ttatatacaa 1260 
atatagtcac aaagagtttg ttaaccacat 132 0 
ccaaggatcc agctaataga gcgttatatg 13 80 
ttcctttata ttctataaat agccatacat 1440 
agataatcac ggttgatgct gatcaaaatt 1500 
agacgaaaac aggagacgat aagcctgttg 1560 
gtacaagtat aatatctggt gattctgaag 1620 
aacaagttgt gaaatcattc acaccttgta 1680 
ctatccctga tgactttgtc aataacttag 1740 
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ctactagtac taccactaat aaagctgaca agaaacatag aatgatacct caatttaaac 180 0 
gagtactagc aagcaccaat tctgaagaac atcagatatt cttggacatt cctggtaaaa 1860 
ccaccgcaac caccaacgca accggcaata ttgactttgc aacttggtta caaggcaaac 192 0 
aatctgaaga attacaattc aaaaaccttt ctggaataaa ctctattgtc aaacaagttg 1980 
gcaacgagaa tgtatcggat ctcgaagaga gattacaaag agtttctcaa gcatacactg 2 04 0 
aattaagaaa caaacatgaa gaattaatta aagaacatgc caaattatta gataaattag 2100 
aatag 2105 



<210> 434 
<211> 534 
<212> PRT 

<213> Candida albicans 
<400> 434 

Met Tyr Val Leu Lys Lys Lys Asn Phe Val Gin Phe Leu Val Leu Val 
15 10 15 

Leu Pro Leu lie Ser Ser Leu Ser Tyr Lys Phe Thr Asn Met Asp Glu 
20 25 30 

Val Val Phe Tyr lie Ala Gin Gly Asp Pro Ala Asp Lys His Ser Gin 
35 40 45 

Glu Ser Tyr Gly Tyr Val Thr Ser lie His Ser Ser Lys Gin Tyr Ala 
50 55 60 

Ser Tyr Arg Gin Ala Asp Ser His lie Asn Gly Thr Ala lie Thr Gly 
65 70 75 80 

lie Gly Pro Gly Glu Arg lie Phe Thr Ala Val Pro Asn Lys Ala Leu 
85 90 95 

lie Asn Val Tyr Ser Trp Gly Lys Glu Ser Val Asp Gin Arg lie Pro 
100 105 110 

lie Pro Glu Ala Leu Thr Cys lie Thr Leu lie Asn His Pro Asn Gly 
115 120 125 

Ser Asn Asn Asn Ser Asp Asn Asp Asp Asn Gin Leu Tyr Lys Leu Pro 
130 135 140 

Asn Tyr Arg Val Pro Trp Leu Leu Ala Gly Gly Ser Lys Ser Gly Lys 
145 150 155 160 

Leu Tyr lie Trp Glu Leu Ser Ser Gly Asn Leu Leu Cys Val Arg Asp 
165 170 175 

Ala His Tyr Gin Gly lie Thr Thr lie Lys Gly Ser Ser Cys Gly Thr 
180 185 190 

Phe Leu lie Thr Gly Gly Glu Asp Ala Arg Cys Leu Val Trp Asn Leu 
195 200 205 



Ala Glu Leu 
210 



lie Ser 



lie Tyr Asp Lys Ser Asp His Gin Val Lys Pro 
215 220 
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Tyr Trp Gin lie Thr Asp Asn Thr Leu Pro Leu Thr Asp Leu Cys Leu 
225 230 235 240 

Asn Asp Thr His Asn lie Asn Asp Leu Lys Leu Tyr Thr Thr Ser Glu 

245 250 255 

Asp Ser Thr Val Arg lie Tyr Asp lie Val Thr Lys Ser Leu Leu Thr 
260 265 270 

Thr Phe lie Leu Pro Ser Ser Ala Glu Cys lie Thr Lys Asp Pro Ala 
275 280 285 

Asn Arg Ala Leu Tyr Val Gly Leu Asn Asn Gly Leu Val Arg Ser lie 
290 295 300 

Pro Leu Tyr Ser lie Asn Ser His Thr Ser Val Leu Glu Ser lie Gly 
305 310 315 320 

Gly Met Asn Lys lie lie Thr Val Asp Ala Asp Gin Asn Leu Lys Glu 
325 330 335 

Thr Phe Val Ala His Gin Gin Lys Thr Lys Thr Gly Asp Asp Lys Pro 
340 345 350 

Val Val Val Thr Lys Leu Thr lie Ser Phe Asp Gly Thr Ser lie lie 
355 360 365 

Ser Gly Asp Ser Glu Gly Arg Val Phe Val Ser Asp He Val Thr Lys 
370 375 380 

Gin Val Val Lys Ser Phe Thr Pro Cys Asn Ser Pro He Ala Tyr He 
385 390 395 400 

Ala Val Glu Thr He Pro Asp Asp Phe Val Asn Asn Leu Ala Thr Ser 
405 410 415 

Thr Thr Thr Asn Lys Ala Asp Lys Lys His Arg Met He Pro Gin Phe 

420 425 430 

Lys Arg Val Leu Ala Ser Thr Asn Ser Glu Glu His Gin He Phe Leu 
435 440 445 

Asp He Pro Gly Lys Thr Thr Ala Thr Thr Asn Ala Thr Gly Asn He 
450 455 460 

Asp Phe Ala Thr Trp Leu Gin Gly Lys Gin Ser Glu Glu Leu Gin Phe 
465 470 475 480 

Lys Asn Leu Ser Gly He Asn Ser He Val Lys Gin Val Gly Asn Glu 
485 490 495 

Asn Val Ser Asp Leu Glu Glu Arg Leu Gin Arg Val Ser Gin Ala Tyr 
500 505 510 



Thr Glu Leu Arg Asn Lys His Glu Glu Leu He Lys Glu His Ala Lys 
515 520 525 
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Leu Leu Asp Lys Leu Glu 
530 



<210> 435 
<211> 896 
<212> DNA 

<213> Candida albicans 



<400> 435 

tttctgcaag 

acgaaacggc 

ttgtgtaata 

gttatagcat 

gtgtaaatag 

gttttaggaa 

ggggtggttt 

aaaattcaaa 

atactaatca 

cattagctgc 

atgtcactga 

caaaggaaac 

caactgtctt 

attctaaaaa 

gtgtcagctt 



tattgcgtgt 
aagaaaaaac 
aggttatgtc 
ttcaataaaa 
aataaatcaa 
attgcggtat 
gtgtgacttt 
aaaaaaaaca 
caagccaacc 
cgctaaaggt 
aactacccac 
tggtactcac 
ggtcaaagaa 
cgcttcttcc 
gggtcttgct 



gctgcacaaa 
agaaacaata 
atcgggtatt 
ataagccaca 
ttgacacagt 
tttcttgtct 
tttagcaaat 
aattgacttt 
atgaaattca 
ggtgaaaaag 
agatacggtc 
agatacggta 
agcgaccttc 
aactctacca 
ggtgtcttag 



ctttttatat 
ccaccagcac 
acagattgca 
tatgtgtaca 
cttttgagat 
gtttttcttt 
taattttgtc 
tttttttact 
ctactgttgc 
atcacggtaa 
gttttgacaa 
aattcaacaa 
caaagaaaag 
cctctagtgg 
ctgttggtgc 



ccgaaaattt 
ggacaaaaag 
gggccatctt 
gcgctgagtc 
ctgttattct 
tatctatttt 
ggtcttcgca 
ttctttcttt 
cactgttttt 
agcttctact 
aaccagtaga 
gactccacgt 
agatgctgtt 
taacaatggt 
tgctttggtc 



ttggccggga 
attataagct 
gtcttcatca 
tactcaacat 
ggcctatagc 
cgcacgactt 
gtaaaaataa 
tctatcaaca 
gctatttcct 
gtcaccaaat 
tctaaaaagc 
ccagttacca 
gttgctagag 
gtcgccactg 
atctaa 



60 

120 

180 

240 

300 

360 

42 0 

480 

540 

600 

660 

720 

780 

840 

896 



<210> 436 
<211> 131 
<212> PRT 

<213> Candida albicans 



<400> 436 

Met Lys Phe Thr Thr Val Ala Thr 
15 



Val Phe Ala lie 
10 



Ser Ser Leu Ala 
15 



Ala Ala Lys Gly Gly Glu Lys Asp 
20 



His Gly Lys Ala 
25 



Ser Thr Val Thr 
30 



Lys Tyr Val Thr Glu Thr Thr His 
35 40 



Arg Tyr Gly Arg 



Phe Asp Lys Thr 
45 



Ser Arg Ser Lys Lys Pro Lys Glu 

50 55 



Thr Gly Thr His 
60 



Arg Tyr Gly Lys 



Phe Asn Lys Thr Pro Arg Pro Val 
65 70 



Thr Thr Thr Val 
75 



Leu Val Lys Glu 
80 



Ser Asp Leu Pro Lys Lys Arg Asp 
85 



Ala Val Val Ala 
90 



Arg Asp Ser Lys 
95 



Asn Ala Ser Ser Asn Ser Thr Thr 
100 



Ser Ser Gly Asn 
105 



Asn Gly Val Ala 
110 



Thr Gly Val Ser Leu Gly Leu Ala Gly Val Leu Ala Val Gly Ala Ala 
115 120 125 
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Leu Val He 
130 



<210> 437 
<211> 1076 
<212> DNA 

<213> Candida albicans 



<400> 437 

tttttgatca 

ctcttgtttc 

taacaaatta 

taccaacgtg 

caatttaaga 

catttatttt 

tataaatact 

tttcccaaac 

atattaaaac 

attatgatcc 

acagagggtt 

taggtgaaaa 

ttggtgccaa 

aacaatatgg 

gtagaccaga 

atgatagaag 

gacacgaagg 

atgaccgttt 



ggccttttgt 
ggttctactt 
attataggga 
gaatttctat 
aagtattaat 
tcgttttctt 
ccacttatct 
caaaatttcc 
aataaaagcc 
aaaaagatcc 
attatctact 
ggcacaacat 
taaactagaa 
tggtagtggt 
tgatcgttat 
agatgacggt 
tggtttcggc 
tggaggtgac 



tttttttttt 
gttccttttt 
gttggaaaat 
tacgtaagtc 
caactgaatt 
tttttttcaa 
cctctcttcc 
tttctttctt 
atgtcagcta 
tcgaatcaag 
gtcgccggtg 
ggtactttgg 
gatgcttatg 
aaacacgaag 
gaaggcgata 
tatggtggtg 
ggtggcagac 
agaagagatg 



gggtggtgct 
tttattctcc 
taaaagcttg 
actataactt 
aagcaattga 
gggggtgggt 
tctctttctc 
tctttcttta 
acgattttta 
gatcatcatc 
gtgttgctgg 
gtactgtatt 
aagaccgtaa 
gcggaagaca 
gaagaaatga 
gttacggtgg 
cagatgaccg 
atagaagaga 



gtggttcgtt 
tcgttaatcc 
aaaagaaaga 
gcatagaaat 
aacgaattga 
gaaagaaaaa 
tctctaactc 
ttttttactc 
ttcatctggt 
atcaaatgat 
tggttatggt 
aggtgccatt 
agaacataaa 
tgaaggtggt 
taattacggt 
tggcagacca 
ttttggtggc 
tgaccgtaga 



gggtagttgg 
taattttgtg 
aagaaagaaa 
ttcaggtttt 
accagctcag 
tctaaaaata 
aatttcaatt 
aattgaatca 
gatcaatcca 
gaacaacaag 
ggtcacaaat 

g99ggtgcca 

aaacacgagc 
tttggtggtg 
ggtggttaca 
gacgatagaa 
ggtagaccag 
tggtaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1076 



<210> 438 
<211> 191 
<212> PRT 

<213> Candida albicans 
<400> 438 

Met Ser Ala Asn Asp Phe Tyr Ser Ser Gly Asp Gin Ser Asn Tyr Asp 
15 10 15 

Pro Lys Arg Ser Ser Asn Gin Gly Ser Ser Ser Ser Asn Asp Glu Gin 
20 25 30 

Gin Asp Arg Gly Leu Leu Ser Thr Val Ala Gly Gly Val Ala Gly Gly 
35 40 45 

Tyr Gly Gly His Lys Leu Gly Glu Lys Ala Gin His Gly Thr Leu Gly 
50 55 60 

Thr Val Leu Gly Ala He Gly Gly Ala He Gly Ala Asn Lys Leu Glu 
65 70 75 80 

Asp Ala Tyr Glu Asp Arg Lys Glu His Lys Lys His Glu Gin Gin Tyr 
85 90 95 

Gly Gly Ser Gly Lys His Glu Gly Gly Arg His Glu Gly Gly Phe Gly 



( 
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100 



105 



110 



Gly Gly Arg Pro Asp Asp Arg Tyr Glu Gly Asp Arg Arg Asn Asp Asn 
115 120 125 

Tyr Gly Gly Gly Tyr Asn Asp Arg Arg Asp Asp Gly Tyr Gly Gly Gly 
130 135 140 

Tyr Gly Gly Gly Arg Pro Asp Asp Arg Arg His Glu Gly Gly Phe Gly 
145 150 155 160 

Gly Gly Arg Pro Asp Asp Arg Phe Gly Gly Gly Arg Pro Asp Asp Arg 
165 170 175 

Phe Gly Gly Asp Arg Arg Asp Asp Arg Arg Asp Asp Arg Arg Trp 
180 185 190 



<210> 439 
<211> 1745 
<212> DNA 

<213> Candida albicans 



<400> 439 

ttggtattga 

cttctgtttg 

aagaaaaaag 

atattgtgat 

gaatactgta 

cgaatttcgc 

agtacaatgg 

ttcacttcta 

aagttcttat 

ttggtgtgaa 

accctttaga 

caggtcaaga 

aggccaagct 

gcgaattgca 

tgaaacatcc 

tgagtaattt 

tggaaaggtt 

gggtgaaatt 

cttctgatcc 

atcctgaagc 

ttgagcaatt 

ctttagtcca 

taaatgattt 

acattttaga 

aagatcctga 

acgagaagaa 

gtttgcgacc 

agaataaaaa 

gagcacgtca 

tgtag 



agacaccgaa 
aggggatgtt 
aaaaccagaa 
aaaaaatttg 
gtattagcat 
aaccaaataa 
aaaaaaaaaa 
caacctactg 
tgtatattat 
ttctctgatt 
ttgttatcca 
tataccacct 
aatgagtgct 
ggatcattcg 
tgaagtaaaa 
tgacgcagct 
gcatttggca 
gacctcagac 
aaaaataacc 
gattagtaat 
agcgaatgaa 
aaatagccat 
aatagcgatt 
ggatttacaa 
atcacaggtt 
tttcaagtct 
aagtggtgac 
aagagacgat 
tgaagtattt 



gacttgttga 
cattagcaat 
aagtggttta 
aaagacaatc 
caattgagga 
atatgtgaca 
aaagaagcaa 
ggaaaaaaaa 
atgaagtttt 
gttgatactt 
aaattgtttg 
gggttacacg 
gacgaaaaag 
agggaagcca 
caggagcacg 
tgtctggaaa 
ctagatactt 
aaagccatat 
gaaaaggtat 
atcttgacca 
aatgatgttc 
tttgcaagac 
tttcccaaac 
ttgttcccag 
tcaaaattta 
tattttgatc 
tttctcaatt 
tattcacaag 
ggcaatccaa 



aagatattga 
gtatataatt 
tacaggaata 
cgaatgtagt 
aattccagat 
aggaatacac 
acaaaaaaac 
ggcagagagt 
ctgttttagt 
cagaggaatt 
ttccaacaaa 
ttagattaaa 
acgagccagt 
tcactgagaa 
ctcatcgtac 
ttgagagttt 
tagaggaatt 
ttcagagttt 
atcgtgtaat 
acttcgacaa 
tacaaaagag 
aatatttttc 
ttggtccaaa 
taacaaacga 
ttcagaattc 
aactagtaaa 
ggttagctga 
aagacaaaga 
tgggattaag 



acaagcttta 
attgtatatt 
ttttaataga 
gcttgtctta 
agctaacggt 
tactgatcaa 
gagaaattaa 
tattgaaaaa 
attacttgcc 
aatttgtcca 
cgagtggcaa 
tatagatacg 
tcaagaagta 
tctacaaaag 
aaaggttagc 
caagccacat 
aagtcatgat 
tgtcaacatt 

ggggtctagt 

gagctatgtg 
gattttgggt 
atttgaccac 
ctcaaagtcc 
tagaagatca 
ctttgttgga 
tttgcatcag 
agaagtggag 
ctttgatgag 
aaaggcaatt 



caaaaggctg 
atgacaaaga 
aatatcgctt 
ttctgcttgg 
tttgcgatta 
ggttattctt 
tgaacacgac 
ggatcatatc 
agttacttag 
gatccagaaa 
accattaaac 
ttggaaaaag 
gttgttggtg 
ttgcatgagc 
cagggagatt 
gagagtgatg 
atcgaatttg 
gccaatggtg 
ttgagaaata 
gataatttgt 
ataattcaag 
agttccgggt 
agggcaagta 
cttgaagatc 
aataaacttg 
ctgaataaga 
tcgcgtaaag 
tacatgttgc 
gccgacgagt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1745 
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<210> 440 
<211> 414 
<212> PRT 

<213> Candida albicans 
<400> 440 

Met Lys Phe Ser Val Leu Val Leu Leu Ala Ser Tyr Leu Val Gly Val 
1 5 10 15 

Asn Ser Ser lie Val Asp Thr Ser Glu Glu Leu lie Cys Pro Asp Pro 
20 25 30 

Glu Asn Pro Leu Asp Cys Tyr Pro Lys Leu Phe Val Pro Thr Asn Glu 
35 40 45 

Trp Gin Thr lie Lys Pro Gly Gin Asp lie Pro Pro Gly Leu His Val 
50 55 60 

Arg Leu Asn lie Asp Thr Leu Glu Lys Glu Ala Lys Leu Met Ser Ala 
65 70 75 80 

Asp Glu Lys Asp Glu Pro Val Gin Glu Val Val Val Gly Gly Glu Leu 
85 90 95 

Gin Asp His Ser Arg Glu Ala lie Thr Glu Asn Leu Gin Lys Leu His 
100 105 110 

Glu Ser Lys His Pro Glu Val Lys Gin Glu His Ala His Arg Thr Lys 
115 120 125 

Val Ser Gin Gly Asp Leu Ser Asn Phe Asp Ala Ala Cys Ser Glu lie 
130 135 140 

Glu Ser Phe Lys Pro His Glu Ser Asp Val Glu Arg Leu His Leu Ala 
145 150 155 160 

Leu Asp Thr Leu Glu Glu Leu Ser His Asp lie Glu Phe Gly Val Lys 

165 170 175 

Leu Thr Ser Asp Lys Ala lie Phe Gin Ser Phe Val Asn lie Ala Asn 
180 185 190 

Gly Ala Ser Asp Pro Lys lie Thr Glu Lys Val Tyr Arg Val Met Gly 
195 200 205 

Ser Ser Leu Arg Asn Asn Pro Glu Ala lie Ser Asn lie Leu Thr Asn 
210 215 220 

Phe Asp Lys Ser Tyr Val Asp Asn Leu Phe Glu Gin Leu Ala Asn Glu 
225 230 235 240 

Asn Asp Val Leu Gin Lys Arg lie Leu Gly lie lie Gin Ala Leu Val 
245 250 255 

Gin Asn Ser His Phe Ala Arg Gin Tyr Phe Ser Phe Asp His Ser Ser 
260 265 270 
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Gly Leu Asn Asp 
275 

Lys Ser Arg Ala 
290 

Thr Asn Asp Arg 
305 

Ser Lys Phe lie 



Asn Phe Lys Ser 
340 

Lys Ser Leu Arg 
355 

Val Glu Ser Arg 
370 

Asp Lys Asp Phe 
385 

Gly Asn Pro Met 



Leu lie Ala lie 
280 

Ser Asn lie Leu 
295 

Arg Ser Leu Glu 
310 

Gin Asn Ser Phe 
325 

Tyr Phe Asp Gin 



Pro Ser Gly Asp 

360 

Lys Glu Asn Lys 
375 

Asp Glu Tyr Met 
390 

Gly Leu Arg Lys 
405 



Phe Pro Lys Leu 



Glu Asp Leu Gin 
300 

Asp Gin Asp Pro 
315 

Val Gly Asn Lys 
330 

Leu Val Asn Leu 
345 

Phe Leu Asn Trp 



Lys Arg Asp Asp 
380 

Leu Arg Ala Arg 
395 

Ala lie Ala Asp 
410 



Gly Pro Asn Ser 
285 

Leu Phe Pro Val 



Glu Ser Gin Val 
320 

Leu Asp Glu Lys 
335 

His Gin Ser Asn 
350 

Leu Ala Glu Glu 

365 

Tyr Ser Gin Glu 



His Glu Val Phe 
400 

Glu Leu 



<210> 441 
<211> 1244 
<:212> DNA 

<213> Candida albicans 



<400> 441 
atgatttttt 

taaaaatgat 
atatatttca 
taccaaaaac 
tttcctactc 
ccattaattt 
attaacaaca 
taacacatcc 
cactagtcat 
cattgttaat 
gcacattgtc 
atgatgcaat 
ggtatagaaa 
tttcgatctt 
cctttgtagg 
atgcaagata 
taaacagacc 
ttatcaatat 
ttgaacaaca 
atacgaatag 
atatacctga 



ccttgatttt 
tgaaattaaa 
ataacaggag 
acatctgaag 
tcatctactt 
caataatcaa 
ccgattctat 
caccgtttgg 
ttacctgatt 
gggaccatta 
tatatttgtt 
attgagtaga 
actacccatt 
tcccttctct 
tccaatcatt 
ctttaagttg 
agcatatatg 
gttttttatg 
agagaaggcc 
cgtcaatcaa 
ggctacccca 



agagctgtta 
aatactaact 
cagtaattag 
tagctcttat 
ttttttgcaa 
atcaagagct 
ttcaccaact 
cccttttaca 
atgttttcat 
ggggtgattg 
gtcacaatat 
gagtgtgcaa 
agagtaaggg 
ttgctcaagc 
gtattgtttt 
aaagggtttc 
gggtacggag 
ttcaccaata 
gtcacagaga 
caaggtctag 
aaaactgcta 



attatacctt 
attccaggtc 
cttcaacatc 
ccatagatcc 
cacttactgc 
tatttgtatc 
aacacgacag 
taaccatatt 
tgttcttccc 
gtgcgtggta 
ccttaatgcc 
atgatgtggt 
ccagagaata 
tacttgtgtt 
tccaatcttc 
tgcgtagtga 
tggttgcgct 
ctttgggagc 
atgtggccgc 
ttatacccgt 
caaataccat 



ttttgttccc 
aaagtaaaca 
aaggtactct 
aaatatttta 
tcacaacgcc 
ctctcaaggt 
aaaggggttg 
gatacctcaa 
acctcaagct 
tagtttgatc 
tcacatacaa 
actaatggga 
ccttaaggcc 
tttcggtatt 
caagcgtgga 
cataagaaca 
ttggctcgag 
tgctttgtgg 
agctactacc 
acacaatgaa 
ctaa 



aaataagcgc 
ctataaaaca 
tttatttttc 
accttttttt 
aatgaccata 
atgttaatgt 
tactattttg 
ttggtcctta 
attgtatata 
ctgcaagcga 
cgagtggcat 
aaacttagga 
attccagatt 
tacttcatac 
ctaaaggcac 
atccacaagc 
ctgtttccat 
gcagttgata 
accgccacag 
ccagcaacta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1244 



450 



<210> 442 
<211> 247 
<212> PRT 

<213> Candida albicans 
<400> 442 

Met Phe Ser Leu Phe Phe Pro Pro Gin Ala lie Val Tyr Thr Leu Leu 
1 5 10 15 

Met Gly Pro Leu Gly Val lie Gly Ala Trp Tyr Ser Leu lie Ser Gin 
20 25 30 

Ala Ser Thr Leu Ser lie Phe Val Val Thr lie Ser Leu Met Pro His 
35 40 45 

lie Gin Arg Val Ala Tyr Asp Ala lie Leu Ser Arg Glu Cys Ala Asn 
50 55 60 

Asp Val Val Leu Met Gly Lys Leu Arg Arg Tyr Arg Lys Leu Pro lie 
65 70 75 80 

Arg Val Arg Ala Arg Glu Tyr Leu Lys Ala lie Pro Asp. Phe Ser lie 
85 90 95 

Phe Pro Phe Ser Leu Leu Lys Leu Leu Val Phe Phe Gly lie Tyr Phe 
100 105 110 

lie Pro Phe Val Gly Pro lie lie Val Leu Phe Phe Gin Ser Ser Lys 
115 120 125 

Arg Gly Leu Lys Ala His Ala Arg Tyr Phe Lys Leu Lys Gly Phe Ser 
130 135 140 

Arg Ser Asp lie* Arg Thr lie His Lys Leu Asn Arg Pro Ala Tyr Met 
145 150 155 160 

Gly Tyr Gly Val Val Ala Leu Trp Leu Glu Ser Phe Pro Phe lie Asn 
165 170 175 

Met Phe Phe Met Phe Thr Asn Thr Leu Gly Ala Ala Leu Trp Ala Val 

.180 185 190 

h 

Asp lie Glu Gin Gin Glu Lys Ala Val Thr Glu Asn Val Ala Ala Ala 
195 200 205 

Thr Thr Thr Ala Thr Asp Thr Asn Ser Val Asn Gin Gin Gly Leu Val 
210 215 220 

lie Pro Val His Asn Glu Pro Ala Thr Asn lie Pro Glu Ala Thr Pro 
225 230 235 240 



Lys Thr Ala Thr Asn Thr lie 
245 
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<210> 443 
<211> 2270 
<212> DNA 

<213> Candida albicans 



<400> 443 

gcattttact 

agtgaaagtt 

tgtattatac 

atcttaaggt 

aacaagtttg 

ctgatgtata 

caaatttgag 

aatccaaaac 

atattcccac 

attttgctgc 

cacctgaacc 

attttaacaa 

aagggtataa 

ccaattatga 

aatcagttga 

aaattttaaa 

ttatgaatga 

gtaatcctga 

ttgacatgga 

cagaaccaaa 

aaaaggaaga 

acgacactaa 

ccttatacaa 

tacataagga 

atgatgctgc 

attataaatt 

aattacccga 

ttttaaataa 

tagatccaga 

attggccaaa 

gaggatattc 

aagattgtaa 

ctaatgctca 

gaactaaaga 

aagctactta 

gagtttctaa 

tagctcaagc 

ataaaaaaat 



tatttagata 
tttatttttt 
aatatttaaa 
ctaattaata 
gaacggtaat 
gaactttcta 
agatcgaaat 
caaaacttcc 
ttcaataaca 
taaagatttt 
aaaccatgtt 
cgcattaaaa 
tagaattgct 
aaaatgtttg 
atctgcttta 
tgatcctaat 
tcctcaattt 
tatgtttagt 
tttaccaaat 
actggaacca 
agaatcaacc 
tgataatgat 
gaaacgtcaa 
tatcacttat 
tattgctaca 
gattgctaaa 
agcagtgaaa 
attaagatca 
aaaggctgaa 
tgccgttaag 
taatcgtgct 
taaagccatt 
attggcaatg 
tgttgaattg 
tcaaagattt 
agatccagaa 
tagagaaaat 
taatatgttg 



ttacttcata 
ttttgtttaa 
ttatagtaat 
actctctatg 
ggttgaaatt 
gcaaaaaaaa 
aattttcttg 
acccaaatat 
atgacaacag 
gaaaaggcga 
ctttattcaa 
gatgctcaag 
ggggctgaat 
gagttggatc 
tcatctggtg 
ctttatacta 
gttgctaaac 
gatccaagat 
atgggattca 
aaatcagtac 
tcagccaaag 
gccaaaaccc 
tttgatgaag 
ttaaacaatc 
tgtgaaaagg 
tcatttgcta 
aattttgaaa 
actcaacgtg 
gaagcaagat 
gcttatactg 
gctgcattgg 
gaaaaagatc 
aaagaatata 
ggtggtaaat 
caagccattg 
attgttcaaa 
cctgctgctt 
attgctgctg 



ttgcttttat 
agtttttatt 
catcctataa 
gccttctgtg 
agaaaagaaa 
aaagaaagaa 
aatttattaa 
caaataacta 
ctgacgaata 
ttgaagcatt 
atcgttctgg 
aatgtgtcaa 
ttggtttagg 
caaataatgc 
gtggtgatga 
aattgaaaaa 
ttgaacgtct 
tattgacggc 
ctgctccaaa 
cagaatctaa 
atgaagacac 
aagctgacaa 
caattgccgc 
gtgctgctgc 
ccattgatga 
gattaggtaa 
aatctttaac 
aaattaaaac 
tacaaggtaa 
aaatgattaa 
caaaattgtt 
caaatttcat 
gtcatgtcat 
caattcatga 
aaggtgaaac 
ttttacaaga 
tacaagatca 
gtgttattcg 



ttagattgat 
ttttttttgt 
atttcaaagt 
tcaaattgtt 
aaaattacac 
tttttttttc 
aagggaaccc 
acttatcatt 
caaagcagaa 
cactaaagca 
atcttatgcc 
gatcaatcct 
taattttgat 
catggctaaa 
caaggattta 
taatcctaaa 
taaaactaat 
ttttgctgct 
cgaatcacaa 
accagaacca 
tccaatgact 
tgctaaagct 
ctataataag 
cgaatatgaa 
aggtagagac 
tatttatttg 
tgaacatcgt 
tagagaatta 
agaatatttc 
aagagcacca 
atcatttcct 
tagagcttat 
ggatacttta 
aattgatgaa 
tcctgaacaa 
tccagtaatg 
tatgaaaaat 
taccagataa 



tttgtttaac 
ttaaagtttt 
caaaagacag 
gtcgtttgat 
atggtagcag 
ttccattttt 
cttcccgaaa 
ccaacagata 
ggtaacaaat 
attgaagcat 
tctttaaaag 
agttgggcca 
caagccaaat 
gaaggtttaa 
ggatttggta 
acaagtgaat 
ccacaattgg 
ttaatgggta 
tccaatgcat 
aaagcagaac 
gatgcccaag 
gaaggtaatg 
gcttgggaat 
aaaggtgatt 
atgagagctg 
aaaaaagatg 
acccctgatg 
aatgcttata 
accaaaggag 
gaagatgcta 
gatgctatac 
attagaaaag 
accgaggcaa 
ttaatgaata 
actatggaaa 
caaggaattt 
cctgaagttt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2270 



<210> 444 
<211> 589 
<212> PRT 

<213> Candida albicans 
<400> 444 

Met Thr Thr Ala Asp Glu Tyr Lys Ala Glu Gly Asn Lys Tyr Phe Ala 
15 10 15 

Ala Lys Asp Phe Glu Lys Ala lie Glu Ala Phe Thr Lys Ala lie Glu 
20 25 30 
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Ala Ser Pro Glu Pro Asn His Val Leu Tyr Ser Asn Arg Ser Gly Ser 

35 40 45 

Tyr Ala Ser Leu Lys Asp Phe Asn Asn Ala Leu Lys Asp Ala Gin Glu 
50 55 60 

Cys Val Lys lie Asn Pro Ser Trp Ala Lys Gly Tyr Asn Arg lie Ala 
65 70 75 80 

Gly Ala Glu Phe Gly Leu Gly Asn Phe Asp Gin Ala Lys Ser Asn Tyr 
85 90 95 

Glu Lys Cys Leu Glu Leu Asp Pro Asn Asn Ala Met Ala Lys Glu Gly 
100 105 110 

Leu Lys Ser Val Glu Ser Ala Leu Ser Ser Gly Gly Gly Asp Asp Lys 
115 120 125 

Asp Leu Gly Phe Gly Lys lie Leu Asn Asp Pro Asn Leu Tyr Thr Lys 
130 135 140 

Leu Lys Asn Asn Pro Lys Thr Ser Glu Phe Met Asn Asp Pro Gin Phe 

145 150 155 160 

Val Ala Lys Leu Glu Arg Leu Lys Thr Asn Pro Gin Leu Gly Asn Pro 
165 170 175 

Asp Met Phe Ser Asp Pro Arg Leu Leu Thr Ala Phe Ala Ala Leu Met 
180 185 190 

Gly lie Asp Met Asp Leu Pro Asn Met Gly Phe Thr Ala Pro Asn Glu 
195 200 205 

Ser Gin Ser Asn Ala Ser Glu Pro Lys Ser Glu Pro Lys Ser Val Pro 
210 215 220 

Glu Ser Lys Pro Glu Pro Lys Ala Glu Gin Lys Glu Glu Glu Ser Thr 
225 230 235 240 

Ser Ala Lys Asp Glu Asp Thr Pro Met Thr Asp Ala Gin Asp Asp Thr 
245 250 255 

Asn Asp Asn Asp Ala Lys Thr Gin Ala Asp Asn Ala Lys Ala Glu Gly 
260 265 270 

Asn Ala Leu Tyr Lys Lys Arg Gin Phe Asp Glu Ala lie Ala Ala Tyr 
275 280 285 

Asn Lys Ala Trp Glu Leu His Lys Asp lie Thr Tyr Leu Asn Asn Arg 
290 295 300 

Ala Ala Ala Glu Tyr Glu Lys Gly Asp Tyr Asp Ala Ala lie Ala Thr 

305 310 315 320 

Cys Glu Lys Ala lie Asp Glu Gly Arg Asp Met Arg Ala Asp Tyr Lys 
325 330 335 
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Leu lie Ala Lys Ser Phe Ala Arg Leu Gly Asn lie Tyr Leu Lys Lys 

340 345 350 

Asp Glu Leu Pro Glu Ala Val Lys Asn Phe Glu Lys Ser Leu Thr Glu 
355 360 365 

His Arg Thr Pro Asp Val Leu Asn Lys Leu Arg Ser Thr Gin Arg Glu 
370 375 380 

He Lys Thr Arg Glu Leu Asn Ala Tyr He Asp Pro Glu Lys Ala Glu 
385 390 395 400 

Glu Ala Arg Leu Gin Gly Lys Glu Tyr Phe Thr Lys Gly Asp Trp Pro 
405 410 415 

Asn Ala Val Lys Ala Tyr Thr Glu Met lie Lys Arg Ala Pro Glu Asp 
420 425 430 

Ala Arg Gly Tyr Ser Asn Arg Ala Ala Ala Leu Ala Lys Leu Leu Ser 
435 440 445 

Phe Pro Asp Ala He Gin Asp Cys Asn Lys Ala He Glu Lys Asp Pro 
450 455 460 

Asn Phe He Arg Ala Tyr He Arg Lys Ala Asn Ala Gin Leu Ala Met 
465 470 475 480 

Lys Glu Tyr Ser His Val Met Asp Thr Leu Thr Glu Ala Arg Thr Lys 
485 490 495 

Asp Val Glu Leu Gly Gly Lys Ser He His Glu He Asp Glu Leu Met 

500 505 510 

Asn Lys Ala Thr Tyr Gin Arg Phe Gin Ala He Glu Gly Glu Thr Pro 
515 520 525 

Glu Gin Thr Met Glu Arg Val Ser Lys Asp Pro Glu He Val Gin He 
530 535 540 

Leu Gin Asp Pro Val Met Gin Gly He Leu Ala Gin Ala Arg Glu Asn 
545 550 555 560 

Pro Ala Ala Leu Gin Asp His Met Lys Asn Pro Glu Val Tyr Lys Lys 
565 570 575 

He Asn Met Leu He Ala Ala Gly Val He Arg Thr Arg 
580 585 



<210> 445 
<211> 1019 
<212> DNA 

<213> Candida albicans 



<400> 445 



454 



ccactaacaa 
aaatcttaag 
cgttataata 
aagggtggga 
gattgggaat 
attattagga 
gaagagcatc 
tgtcataaat 
tttcaattat 
taccaactga 
ccgttgttgc 
cttctggtga 
cttttggtat 
acagagatgt 
acagagctag 
atgttaaaag 
acagagtcca 



actttttttt 
aatttcagtt 
gaatagaata 
tatcttaaaa 
actgaattcg' 
ttaccaatga 
aagtccctta 
tttattgctc 
ttatagaaag 
atccgttcca 
caaatcaaga 
aattgtatct 
ttggttaaga 
tactagagtt 
atttagaagt 
acaatacgtt 
aaaatctaag 



gactatacac 
tagaaggtat 
agagcatgac 
ttattaaaga 
attttaaagt 
atagtaatga 
taagtttgtg 
gtcctttaaa 
atgtctagat 
gaaccaaagt 
tattggtatt 
gtcaacatta 
tatgaatcca 
ggtgctgttg 
atccatattt 
aaacaatttt 
aaattgttcc 



cactgaaaaa 
tcaacaacaa 
aacaaaggga 
gtttttttta 
cattggatgg 
agtgatggag 
agacataata 
agaaatgaat 
taaacgaata 
tgttcagaat 
tcttgcaaaa 
tttctgaagc 
gatctggtat 
aaaccatgta 
tgaaagttgt 
tgactaaaga 
aagctactgc 



aaaaaaaaaa 
ccgaagagta 
tacaagcttg 
taacatgtca 
gagagttaat 
agatagaatg 
tgtctacccc 
aaaaagattt 
tcaagttatt 
gagaattttt 
attgcataaa 
taaaccaact 
tcataacatg 
ccaagattta 
tgaattagaa 
tttgaaattc 
tccaaccact 



tttttgtaaa 
tgttcaacat 
aaaaaagaaa 
ttgagattga 
tattcgtttt 
aaagtattca 
cttgtcaact 
actaacttaa 
ggtcgtaatt 
gctccaaaca 
gttaaaaaag 
aaagttaaaa 
tacaaagaat 
gctgctagac 
aaaactgatg 
ccattaccac 
ttctactaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1019 



<210> 446 
<211> 172 
<212> PRT 

<213> Candida albicans 



<400> 446 
Met Ser Arg Leu 
1 

Glu Ser Val Pro 
20 

Asn Thr Val Val 
35 

His Lys Val Lys 
50 

Ser Glu Ala Lys 
65 

Tyr Glu Ser Arg 



Val Thr Arg Val 
100 

Arg His Arg Ala 
115 

Leu Glu Lys Thr 
130 



Asn Glu Tyr Gin 
5 

Glu Pro Lys Leu 



Ala Lys Ser Arg 
40 

Lys Ala Ser Gly 
55 

Pro Thr Lys Val 
70 

Ser Gly lie His 
85 

Gly Ala Val Glu 



Arg Phe Arg Ser 
120 

Asp Asp Val Lys 
135 



Val lie Gly Arg 
10' 

Phe Arg Met Arg 
25 

Tyr Trp Tyr Phe 



Glu lie Val Ser 
60 

Lys Thr Phe Gly 
75 

Asn Met Tyr Lys 
90 

Thr Met Tyr Gin 
105 

lie His lie Leu 



Arg Gin Tyr Val 
140 



Asn Leu Pro Thr 
15 

lie Phe Ala Pro 
30 

Leu Gin Lys Leu 
45 

Val Asn lie lie 



lie Trp Leu Arg 
80 

Glu Tyr Arg Asp 
95 

Asp Leu Ala Ala 
110 

Lys Val Val Glu 
125 

Lys Gin Phe Leu 



Thr Lys Asp Leu Lys Phe Pro Leu Pro His Arg Val Gin Lys Ser Lys 
145 150 155 160 

Lys Leu Phe Gin Ala Thr Ala Pro Thr Thr Phe Tyr 
165 170 



455 



<210> 447 
<211> 932 
<212> DNA 

<213> Candida albicans 



<400> 447 

tgtttacttt 

acaatattaa 

tgtttttttg 

gaaaaattac 

gcaccacacg 

tgtactctct 

cataacccac 

gaagaagtct 

aagaagaaaa 

ttgttgaaga 

cttctttagt 

aaagagaagc 

tggttgaagc 

ctaaattatt 

aagttgttgg 

acatcttgtt 



ttctgtagtt 
catacctttg 
tgtacatgtg 
gaagtagaaa 
acttacaatt 
ctctctctct 
ctaggttctt 
atacataaat 
aattaaaaaa 
acaatccggt 
ccatgatggt 
tcaattatgt 
tttatgtaat 
gggtgaatgg 
tgcctcttgt 
ggaacacttt 



ttaaagtttc 
tcacaagcaa 
agatatataa 
tattggtagc 
tttttttttt 
ctctctctcg 
tcttttggaa 
ataaacttgt 
atgtctgacg 
gccatcacca 
ttagctagag 
gttttgtgtg 
gaaccagaag 
gctggtttat 
gttgttgtca 
tctcaacaat 



ctaatttaac 
ttatattgaa 
ttgtgtatat 
gcgttagggc 
tctttcttag 
taggtagtga 
accactgagc 
cccctccccc 
ttgaacaaga 
ttgaagatgc 
gtttaagaga 
actctgttac 
aaaaaatccc 
gtcaattaga 
aaaactgggg 
aa 



ttccaaaagt 
gttttttgat 
acagtcacgt 
tatagcccta 
aatccttgag 
aaaatttcca 
agtaaatcaa 
cccttttttt 
acaaattgtt 
tttaaaagtt 
agcttctaaa 
tgaagaatca 
attgattaaa 
tagagatggt 
tgctgattct 



ttcattaaca 
acaagtgtgt 
gaatagagca 
tttagtttgt 
gcactgacac 
ctagtcttcc 
tttacttgac 
ttaactaact 
gaagaagttg 
gttttaagaa 
gctttatcta 
atcatcaaat 
gtttccgatg 
aatgctagaa 
gatgaaagaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

932 



<210> 448 
<211> 143 
<212> PRT 

<213> Candida albicans 
<400> 448 

Met Ser Asp Val Glu Gin Glu Gin lie Val Glu Glu Val Val Val Glu 
15 10 15 

Glu Gin Ser Gly Ala lie Thr lie Glu Asp Ala Leu Lys Val Val Leu 

20 25 30 

Arg Thr Ser Leu Val His Asp Gly Leu Ala Arg Gly Leu Arg Glu Ala 
35 40 45 

Ser Lys Ala Leu Ser Lys Arg Glu Ala Gin Leu Cys Val Leu Cys Asp 
50 55 60 

Ser Val Thr Glu Glu Ser lie lie Lys Leu Val Glu Ala Leu Cys Asn 
65 70 75 80 

Glu Pro Glu Glu Lys lie Pro Leu lie Lys Val Ser Asp Ala Lys Leu 
85 90 95 

Leu Gly Glu Trp Ala Gly Leu Cys Gin Leu Asp Arg Asp Gly Asn Ala 
100 105 110 



Arg Lys Val Val Gly Ala Ser Cys Val Val Val Lys Asn Trp Gly Ala 
115 120 125 



456 



Asp Ser Asp Glu Arg Asn lie Leu Leu Glu His Phe Ser Gin Gin 
130 135 140 



<210> 449 
<211> 881 
<212> DNA 

<213> Candida albicans 



<400> 449 

aaaatttcca 

cgtcctcatt 

ttccctttga 

ttactgttga 

acagacacac 

ggaagaaaaa 

tactttgata 

taacgtacaa 

ttttattata 

ttttttcaaa 

cattaaccag 

atactaatag . 

atgaaaataa 

aaacttcaag 

catctcatat 



atcttgaatt 
atcgttgtca 
agtctttgac 
gcgatgagac 
acacacacac 
aaaaacaact 
actcacaacc 
gacactagta 
gttttgtttg 
ggccgattct 
tttaaccaat 
caataccaac 
tgaaattgaa 
gtatttccga 
aagtaagtgt 



tcatcttcaa 
ttttcattgt 
tctagctgtt 
aaactttttg 
acacacacaa 
tggccctaaa 
tttaattaac 
tgaaaggcaa 
atgttatttt 
atatttaatg 
attaaagatc 
ggtacaattg 
aattcaacaa 
tgtcttaatt 
ttagaacgga 



cgtcataaac 
cattgtcaat 
catctgtcat 
attgattgca 
ttttcagctc 
aactctatgc 
actatctaca 
gcacaaactt 
gttttatact 
atctaatcaa 
attcctcatt 
ccagtaatgg 
ttcaagataa 
gtggtagaaa 
aacggaaatg 



ttgttctgtt 
attacggtta 
tacccttggc 
actgaacaaa 
cttccaagtc 
tctaaccgac 
aaatatgaca 
gcaaacaaaa 
aactaaaatc 
caatatcatt 
attaaattca 
tggaaatggg 
atcaaaatta 
tattgccggt 
a 



tgaaatttat 
cgattttgtt 
ttggtttgtc 
aaaaaatacg 
gtgttttttt 
aacattagat 
agtacaccaa 
aacccctaac 
tgtttttttt 
aaacaacata 
tctaatagca 
actacaagtg 
aaacaattag 
ggaagatttg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

881 



<210> 450 
<211> 126 
<212> PRT 

<213> Candida albicans 
<400> 450 

Met Leu Phe Cys Phe lie Leu Thr Lys lie Cys Phe Phe Phe Phe Ser 
15 10 15 

Lys Ala Asp Ser lie Phe Asn Asp Leu lie Asn Asn lie lie Lys Gin 
20 . 25 30 

His Thr Leu Thr Ser Leu Thr Asn lie Lys Asp His Ser Ser Leu Leu 
35 40 45 



Asn Ser Ser Asn Ser Asn Thr Asn Ser Asn Thr Asn Gly Thr 
50 55 60 



lie Ala 



Ser Asn Gly Gly Asn Gly Thr Thr Ser Asp Glu Asn Asn Glu lie Glu 
65 70 75 80 

Asn Ser Thr lie Gin Asp Lys Ser Lys Leu Lys Gin Leu Glu Thr Ser 
85 90 95 



Arg Tyr Phe Arg Cys Leu Asn Cys Gly Arg Asn lie Ala Gly Gly Arg 
100 105 110 



Phe Ala Ser His lie Ser Lys Cys Leu Glu Arg Lys Arg Lys 
115 120 125 



457 



<210> 451 
<211> 5344 
<212> DNA 

<213> Candida albicans 



<400> 451 

ctctagaagt 

ttgttgtgca 

gcattctact 

ctgttgtttg 

ctttgttaac 

acgtcaatct 

taatgtatgg 

gatagcacaa 

aaagatgtag 

aatgcttgga 

aaagtatata 

tatagagtaa 

ctacataacc 

acaacattat 

tttagtaaca 

ctttctctct 

aattaaaatt 

cactccataa 

attcggtttt 

cctacttctc 

taattttaaa 

tctgccacca 

catacccaca 

gaatggagat 

taacaacaat 

aaaaactacc 

caatgttcca 

taccaatgga 

tgggtcaaca 

aaagttgaat 

ttcatctaca 

acggagcagt 

tcctgcattg 

tgtttctcgt 

atcaagctcg 

aacgacaaat 

atttaatcct 

gtctcttacc 

atcgggaaat 

ttcattaaac 

accatcaaca 

agtacccatt 

actcgagcac 

aattccacag 

accaaataat 

tgcattagct 

agctcatcga 

catatccatt 



aggacatcgt 
atgttagctg 
ttttttctcc 
cactttgcac 
tgcatacaaa 
tttaatccta 
agattgaggt 
ataatgcgtg 
cgagagaaat 
gtactttgtt 
actttagtaa 
cctgggtcga 
atcctcatct 
gttgttactg 
atttagtgtt 
cttgttgttg 
ccgataaact 
attaaattta 
tttttttttt 
ttttattttc 
tcaacttcgt 
cttggttcta 
aataaattgc 
gttgactggc 
gccaataagg 
gcaaaaccca 
aaatctgtaa 
caaatctcaa 
aatgcaaatg 
aaactaaaaa 
acagcttcaa 
agttttaact 
gtatctcaat 
tcaaatagca 
gcttcatcta 
ggtggcggta 
tcacttgttg 
aatactttgc 
tcaattttca 
tctgatgggg 
cacgcgtcaa 
gaagaaatat 
gatccgcaac 
gacatcaatg 
aaagatgacg 
gaagatgctc 
caagccaaaa 
aaagaaggtg 



atagtgtata 
gcgagctcaa 
ttatggaaaa 
gtagttgttt 

gggaggggaa 

ctaccacggg 
tattagactt 
tctaattggt 
agaattncaa 
gttggaaaga 
tcggagaaca 
ggtgaacccg 
tgaatgaaac 
ttgtattctg 
catcgtaagt 
ttgttgttaa 
tgaacaataa 
tttatatatt 
atttgttcat 
ttagtttcat 
gatttttttc 
caactaacga 
ctttacctaa 
tatttcgagg 
atgaacgaaa 
atgaaactaa 
tgccaacaaa 
atgtaacacc 
atatacctcc 
ttgggcgttc 
ctactactaa 
ttgttactcc 
tatcaaacaa 
aaaaaggtgg 
aacaaccaca 
actcgtccgc 
gtccagtatc 
ctgctgggag 
aagattcatt 
ggcttaagtt 
cacctcgagt 
ctgaagttcg 
agcagattcc 
cacca^cctcc 
gtaaatcaca 
aacgccgagc 
agattgctca 
gtagtgttgg 



aacactcaat 
tattgggtct 
cattagtact 
tcccctcatt 

gaagaaacaa 

gggggggggg 

ttagaaagag 
cagagaataa 
gggtaaggat 
gtattgcaga 
attgaaatca 
aattcaatat 
aaggataata 
ttttttggtc 
ctctccttct 
ttgttaattg 
attgtcatca 
aaattttaaa 
ttatttcttg 
aatttttgac 
cggaaatcta 
tcagagacta 
tgccaatgaa 
taaatcaaag 
gaatagtcat 
acatgagtct 
gcatacatcg 
aagtcaacca 
aatttctcct 
aagatcgtct 
tcctggagat 
ttccttgacg 
ttcaaattct 
gttattcagt 
actgcattca 
tgctccaaaa 
aaagcacaat 
tggaatacca 
tctcgatgat 
tttcaggaga 
gattttgaac 
attgcgtcgg 
ttcaagaaga 
aagactatgt 
caaccattcc 
aattattgaa 
agaagtttct 
taattctaac 



aagtaatgaa 
ctccgccgtc 
agtagtggtg 
ctttcatctg 
caaaagggga 
gtcatacttc 
gtcttggttg 
tatgctttgg 
gattaacttt 
agtaatagtt 
atattttgaa 
tggttttcgg 
gaaatgagta 
attgccatgg 
ctgggagatg 
ttgattattg 
taaatttttt 
tcggaacttc 
attttatttt 
agataatact 
ataatatcaa 
ccccaaagcg 
gattttgcca 
aaattgggga 
ggtaacatca 
^^tggtgaga 
tctgggaacc 
agtccgaaac 
aaacaaccag 
tctgcatcaa 
cctaaaagtc 
agtgatttgg 
ctgaactcat 
tcactttcat 
tcgtctacac 
tcatcccatc 
cgagaagctg 
attaaacgta 
gcaagttctt 
cgttcctctg 
aaaaacccca 
gttacctttt 
cctaaacgag 
cttgggattt 
aaatatagtg 
gcagaaaaac 
gggtatagat 
accaacggca 



gaaacacgtt 
tgtctgcctt 
gtagtagttg 
attattctgt 
atttgaatat 
ttggtgtaaa 
agtaaggcgg 
ggaacaatag 
tttttttttt 
taataaaaga 
aatatagttt 
ttgttatatgf 
tattaaacaa 
taatttcata 
ttctctctct 
attgttcccc 
tttagaaaat 
cgtcaattgg 
ctttttgctt 
tgaaactggt 
tgaccagtaa 
gagtttcatc 

cgggtgtgtc 
aaaagatggc 
aaaactcgga 
agttagaatt 
caaaagcacc 
agaccacttc 
aaaaggcatc 
cagtcgtacc 
aaccaaaaag 
catatgacga 
cctcgcctaa 
caaaatttag 
catcaaccac 
actcccccaa 
aagatttggt 
aaccatcaat 
caccgtcatc 
tggcatctac 
ataggagaaa 
ctgttgataa 
gtaatgtttt 
cagttaatga 
atcatgaaat 
atgctcaaga 
cacatagatt 
acgacaatga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 



458 



cgaagatgat 
ggatggaccg 
tgaaaagacc 
accaatccca 
gatgctcaac 
tacacctatt 
ctttcttgga 
cattgatgag 
gaaattggat 
taatatgaac 
ggttatcaat 
taagaagtca 
aatggtcaca 
taatgatttg 
caacaattta 
tgacttgatc 
acctaatatc 
tcttcgaaga 
ggggtgttta 
gtcaactacg 
tcttgatttg 
gatgagaaac 
agaaaaacca 
attagttgaa 
ttcagtattg 
attcgaacaa 
ttgtttatta 
attattatta 
ggtcactgtt 
atcaccacat 
tgataatttg 
aatagataaa 
tgcaaaagag 
aaaagagaga 
ccaaccggcc 
tgaagattta 
ggcagctaag 
taaaatcgat 
agtagttgag 
cgatttacat 
tagtgaagtt 
ataa 



gatgaggttg 
ttgcatgtcc 
atttcattgg 
gcaacattga 
ccaaaaccaa 
aacacggtca 
tcgttgacat 
ttgggatgga 
atatcacaac 
tgggacttat 
ggatgtaaac 
acctatcgat 
tcgtggttaa 
agcaagggac 
gtgttttttt 
aagtcattaa 
ttcccgaaaa 
atacattttg 
ctgaaaatgc 
tcagcagcta 
gactacgatt 
ttggaataca 
gaggatttga 
atagaaaagg 
gaaagaacaa 
agaaatttag 
gattcgtctt 
acaccaacga 
gatacaatcc 
gtcaatagga 
acccctcatc 
atgacaggac 
caagaaattg 
caaaaacaac 
cagctgatcc 
ccgatattaa 
ggagtagcaa 
gcaccatcga 
gatgaagttg 
caacttggtg 
tatgacaagt 



aagaagcagt 
acgaacaaca 
aaacaatcta 
aacaattgaa 
ctttaattga 
tttttgataa 
ataataaaca 
agtatttgtg 
aacgtatcaa 
ttattcgatc 
tatccgatgc 
taggtattgc 
ctgatggtaa 
aattacgtcc 
cattgaattc 
ttaatgttaa 
taattaccca 
atcttaatga 
cccaattagt 
cattatacgg 
taatacctga 
ctttgaagcc 
tgtatgatgg 
gtaagaaaga 
gatcgattcg 
gtaaattatc 
tagaaaaatt 
cctccacgga 
atgaaagtgc 
aagcagaaca 
aagttgtcgt 
gaccagtttt 
aagaagggga 
aacaacaaca 
aacaagaaaa 
atacattacc 
atgttactga 
caaaacacca 
aagtttctga 
acggtaaaca 
tgttaaatga 



tgataagaaa 
tttcgaagaa 
tacaagatgt 
aaataagaca 
tgtgttatct 
cgtgactatg 
attggaaaag 
tgaatttttg 
gccagatacc 
attaattttg 
aatatttgaa 
tggtattgat 
ttctcaatgt 
attcattaat 
aaccaattta 
aacattacga 
tttggacaaa 
attaaccgca 
tcatgtctcg 
agcagttaaa 
tcaattatca 
atctcatggc 
atcgttatta 
ggatatcaaa 
taaggatatt 
atttgaaggt 
ggttgttatg 
cgatctcaga 
aaatgagttg 
aagctcgtat 
tgagtcaaat 
gattcgatca 
gcttcataaa 
acaacaacaa 
ccagctgccg 
gtcaggacca 
attaattgat 
tcatgaattg 
taatgcctct 
taatggtaat 
tgctgaacga 



ttggcaaatg 
gaaattgaaa 
tgtcatttac 
gcaccgttgg 
ttttcagatt 
acaacagaga 
ttatcgttga 
gcaacaaata 
ccagacacaa 
cgtggtggaa 
aagttcatca 
ttgaatgtta 
gttggtgttg 
gcgtttaaca 
ctgaacattg 
tttttagatt 
tacttgccca 
caagctattg 
ttattgggta 
caatccaaga 
caacgtattg 
ggcaatattg 
atggaaacag 
atgcaaagaa 
cacaaaacca 
aaagagaatt 
gttgaggaac 
agtagagcca 
attactgctg 
ttcccagtgt 
gatgaaggta 
attagtcaaa 
tttggattct 
cagaactcac 
ctgccacaac 
gagttgagag 
cgaattaata 
aacaaaccaa 
attgattcta 
ggtacggttg 
gtcagactga 



atgtttctgt 
gcaaaacagg 
gagaaatttt 
aagtgttaaa 
ttattgccat 
tgttgaaaaa 
gaaatgtttc 
aaacagttaa 
gcattcgtgg 
tagaagaatt 
atcaagcggt 
aaaaatcaga 
atattgcttt 
ctggcaaagt 
aagaaacttc 
taagttccat 
gatatcctaa 
ggtcattggc 
atagaaattt 
ccttgtttgc 
ccttttattt 
aaagcaatcc 
ctgaaaaatt 
ttatatccga 
ttgatacatt 
tagttcgatt 
atgccaacgg 
tgtcgccatc 
gaccaatttt 
ttgccaataa 
gagatgttcc 
cttctgtgca 
ttattcaaca 
accaccagca 
aaggaaaata 
atgctataat 
atcatcgtgt 
attctgacaa 
ctaatggtga 
atcccatggt 
atagagatat 



2 94 0 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5344 



<210> 452 
<211> 1364 
<212> PRT 

<213> Candida albicans 
<400> 452 

Met Thr Ser Asn Ser Pro Pro Leu Gly Ser Thr Thr Asn Asp Gin Arg 
15 10 15 



Leu Pro Gin Ser Gly Val Ser Ser lie Pro Thr Asn Lys Leu Pro Leu 
20 25 30 



Pro Asn Ala Asn Glu Asp Phe Ala Thr Gly Val 



Ser Asn Gly Asp Val 



459 



35 40 45 

Asp Trp Leu Phe Arg Gly Lys Ser Lys Lys Leu Gly Lys Lys Met Ala 
50 55 60 

Asn Asn Asn Ala Asn Lys Asp Glu Arg Lys Asn Ser His Gly Asn lie 
65 70 75 80 

Lys Asn Ser Glu Lys Thr Thr Ala Lys Pro Asn Glu Thr Lys His Glu 
85 90 95 

Ser Asn Gly Glu Lys Leu Glu Phe Asn Val Pro Lys Ser Val Met Pro 
100 105 110 

Thr Lys His Thr Ser Ser Gly Asn Pro Lys Ala Pro Thr Asn Gly Gin 
115 120 ' 125 

lie Ser Asn Val Thr Pro Ser Gin Pro Ser Pro Lys Gin Thr Thr Ser 
130 135 140 

Gly Ser Thr Asn Ala Asn Asp lie Pro Pro He Ser Pro Lys Gin Pro 
145 150 155 160 

Glu Lys Ala Ser Lys Leu Asn Lys Leu Lys He Gly Arg Ser Arg Ser 
165 170 175 

Ser Ser Ala Ser Thr Val Val Pro Ser Ser Thr Thr Ala Ser Thr Thr 
180 185 190 

Thr Asn Pro Gly Asp Pro Lys Ser Gin Pro Lys Arg Arg Ser Ser Ser 
195 200 205 

Phe Asn Phe Val Thr Pro Ser Leu Thr Ser Asp Leu Ala Tyr Asp Asp 
210 215 220 

Pro Ala Leu Val Ser Gin Leu Ser Asn Asn Ser Asn Ser Ser Asn Ser 
225 230 235 240 

Ser Ser Pro Asn Val Ser Arg Ser Asn Ser Lys Lys Gly Gly Leu Phe 
245 250 255 

Ser Ser Leu Ser Ser Lys Phe Arg Ser Ser Ser Ala Ser Ser Lys Gin 
260 265 270 

Pro Gin Ser His Ser Ser Ser Thr Pro Ser Thr Thr Thr Thr Asn Gly 
275 280 285 

Gly Gly Asn Ser Ser Ala Ala Pro Lys Ser Ser His His Ser Pro Lys 
290 295 300 

Phe Asn Pro Ser Leu Val Gly Pro Val Ser Lys His Asn Arg Glu Ala 
305 310 315 320 

Glu Asp Leu Val Ser Leu Thr Asn Thr Leu Pro Ala Gly Ser Gly He 
325 330 335 



Pro He Lys Arg Lys Pro Ser He Ser Gly Asn Ser He Phe Lys Asp 



460 



340 345 350 

Ser Phe Leu Asp Asp Ala Ser Ser Ser Pro^ Ser Ser Ser Leu Asn Ser 
355 360 * 365 

Asp Gly Gly Leu Lys Phe Phe Arg Arg Arg Ser Ser Val Ala Ser Thr 
370 375 380 

Pro Ser Thr His Ala Ser Thr Pro Arg Val lie Leu Asn Lys Asn Pro 
385 390 395 400 

Asn Arg Arg Lys Val Pro lie Glu Glu lie Ser Glu Val Arg Leu Arg 
405 410 415 

Arg Val Thr Phe Ser Val Asp Lys Leu Glu His Asp Pro Gin Gin Gin 
420 425 430 

lie Pro Ser Arg Arg Pro Lys Arg Gly Asn Val Leu lie Pro Gin Asp 
435 440 445 

lie Asn Ala Pro Pro Pro Arg Leu Cys Leu Gly lie Ser Val Asn Glu 
450 455 460 

Pro Asn Asn Lys Asp Asp Gly Lys Ser His Asn His Ser Lys Tyr Ser 
465 470 475 480 

Asp His Glu lie Ala Leu Ala Glu Asp Ala Gin Arg Arg Ala lie lie 
485 490 495 

Glu Ala Glu Lys His Ala Gin Glu Ala His Arg Gin Ala Lys Lys lie 

500 505 510 

Ala Gin Glu Val Ser Gly Tyr Arg Ser His Arg Phe lie Ser lie Lys 
515 520 525 

Glu Gly Gly Ser Val Gly Asn Ser Asn Thr Asn Gly Asn Asp Asn Asp 
530 535 540 

Glu Asp Asp Asp Glu Val Glu Glu Ala Val Asp Lys Lys Leu Ala Asn 
545 550 555 560 

Asp Val Ser Val Asp Gly Pro Leu His Val His Glu Gin His Phe Glu 
565 570 575 

Glu Glu lie Glu Ser Lys Thr Gly Glu Lys Thr lie Ser Leu Glu Thr 
580 585 590 

lie Tyr Thr Arg Cys Cys His Leu Arg Glu lie Leu Pro lie Pro Ala 
595 600 605 

Thr Leu Lys Gin Leu Lys Asn Lys Thr Ala Pro Leu Glu Val Leu Lys 

610 615 620 

Met Leu Asn Pro Lys Pro Thr Leu lie Asp Val Leu Ser Phe Ser Asp 
625 630 635 640 



Phe lie Ala lie Thr Pro lie Asn Thr Val lie Phe Asp Asn Val Thr 



461 



645 650 655 

Met Thr Thr Glu Met Leu Lys Asn Phe Leu Gly Ser Leu Thr Tyr Asn 
660 665 670 

Lys Gin Leu Glu Lys Leu Ser Leu Arg Asn Val Ser lie Asp Glu Leu 
675 680 685 

Gly Trp Lys Tyr Leu Cys Glu Phe Leu Ala Thr Asn Lys Thr Val Lys 
690 695 700 

Lys Leu Asp lie Ser Gin Gin Arg lie Lys Pro Asp Thr Pro Asp Thr 
705 710 715 720 

Ser lie Arg Gly Asn Met Asn Trp Asp Leu Phe lie Arg Ser Leu lie 
725 730 735 

Leu Arg Gly Gly lie Glu Glu Leu Val lie Asn Gly Cys Lys Leu Ser 
740 745 750 

Asp Ala lie Phe Glu Lys Phe lie Asn Gin Ala Val Lys Lys Ser Thr 
755 760 765 

Tyr Arg Leu Gly lie Ala Gly lie Asp Leu Asn Val Lys Lys Ser Glu 
770 775 780 

Met Val Thr Ser Trp Leu Thr Asp Gly Asn Ser Gin Cys Val Gly Val 
785 790 795 800 

Asp lie Ala Phe Asn Asp Leu Ser Lys Gly Gin Leu Arg Pro Phe lie 

805 810 815 

Asn Ala Phe Asn Thr Gly Lys Val Asn Asn Leu Val Phe Phe Ser Leu 
820 825 830 

Asn Ser Thr Asn Leu Ser Asn lie Glu Glu Thr Ser Asp Leu lie Lys 
835 840 845 

Ser Leu lie Asn Val Lys Thr Leu Arg Phe Leu Asp Leu Ser Ser lie 
850 855 860 

Pro Asn lie Phe Pro Lys lie lie Thr His Leu Asp Lys Tyr Leu Pro 
865 870 875 880 

Arg Tyr Pro Asn Leu Arg Arg lie His Phe Asp Leu Asn Glu Leu Thr 
885 890 895 

Ala Gin Ala lie Gly Ser Leu Ala Gly Cys Leu Ser Lys Met Pro Gin 
900 905 910 

Leu Val His Val Ser Leu Leu Gly Asn Arg Asn Leu Ser Thr Thr Ser 
915 920 925 

Ala Ala Thr Leu Tyr Gly Ala Val Lys Gin Ser Lys Thr Leu Phe Ala 
930 935 940 

Leu Asp Leu Asp Tyr Asp Leu lie Pro Asp Gin Leu Ser Gin Arg lie 
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945 950 955 960 

Ala Phe Tyr Leu Met Arg Asn Leu Glu Tyr Thr Leu Lys Pro Ser His 
965 970 975 

Gly Gly Asn lie Glu Ser Asn Pro Glu Lys Pro Glu Asp Leu Met Tyr 
980 985 990 

Asp Gly Ser Leu Leu Met Glu Thr Ala Glu Lys Leu Leu Val Glu lie 
995 1000 1005 

Glu Lys Gly Lys Lys Glu Asp lie Lys Met Gin Arg lie lie Ser Asp 
1010 1015 1020 

Ser Val Leu Glu Arg Thr Arg Ser lie Arg Lys Asp lie His Lys Thr 
1025 1030 1035 1040 

lie Asp Thr Leu Phe Glu Gin Arg Asn Leu Gly Lys Leu Ser Phe Glu 
1045 1050 1055 

Gly Lys Glu Asn Leu Val Arg Phe Cys Leu Leu Asp Ser Ser Leu Glu 
1060 1065 1070 

Lys Leu Val Val Met Val Glu Glu His Ala Asn Gly Leu Leu Leu Thr 
1075 1080 1085 

Pro Thr Thr Ser Thr Asp Asp Leu Arg Ser Arg Ala Met Ser Pro Ser 
1090 1095 1100 

Val Thr Val Asp Thr lie His Glu Ser Ala Asn Glu Leu lie Thr Ala 
1105 1110 1115 1120 

Gly Pro lie Leu Ser Pro His Val Asn Arg Lys Ala Glu Gin Ser Ser 
1125 1130 1135 

Tyr Phe Pro Val Phe Ala Asn Asn Asp Asn Leu Thr Pro His Gin Val 
1140 1145 1150 

Val Val Glu Ser Asn Asp Glu Gly Arg Asp Val Pro lie Asp Lys Met 
1155 1160 1165 

Thr Gly Arg Pro Val Leu lie Arg Ser lie Ser Gin Thr Ser Val His 
1170 1175 1180 

Ala Lys Glu Gin Glu lie Glu Glu Gly Glu Leu His Lys Phe Gly Phe 
1185 1190 1195 1200 

Phe lie Gin Gin Lys Glu Arg Gin Lys Gin Gin Gin Gin Gin Gin Gin 
1205 1210 1215 

Gin Gin Asn Ser His His Gin His Gin Pro Ala Gin Ser lie Gin Gin 
1220 1225 1230 

Glu Asn Gin Ser Pro Ser Pro Gin Gin Gly Lys Tyr Glu Asp Leu Pro 
1235 1240 1245 

lie Leu Asn Thr Leu Pro Ser Gly Pro Glu Leu Arg Asp Ala He Met 
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1250 1255 1260 

Ala Ala Lys Gly Val Ala Asn Val Thr Glu Leu lie Asp Arg lie Asn 
1265 1270 1275 1280 

Asn His Arg Val Lys lie Asp Ala Pro Ser Thr Lys His His His Glu 
1285 1290 1295 

Leu Asn Lys Pro Asn Ser Asp Lys Val Val Glu Asp Glu Val Glu Val 
1300 1305 1310 

Ser Asp Asn Ala Ser lie Asp Ser Thr Asn Gly Asp Asp Leu His Gin 
1315 1320 1325 

Leu Gly Asp Gly Lys His Asn Gly Asn Gly Thr Val Asp Pro Met Val 
1330 1335 1340 

Ser Glu Val Tyr Asp Lys Leu Leu Asn Asp Ala Glu Arg Val Arg Ser 
1345 1350 1355 1360 

Asn Arg Asp lie 



<210> 453 
<211> 1859 
<212> DNA 

<213> Candida albicans 



<400> 453 

acggaataat 

aaaactcggc 

aaggtagaat 

taaaatacat 

gtccaaaggt 

ataacctaaa 

ctttcgttta 

aacgaattac 

atgcaaactt 

ctcaacctgg 

gacactcagt 

cgaatggttt 

caactgtatt 

ttattcacgg 

caatgggatt 

caattatggg 

tcagtcacac 

gtgtgatacc 

agaactatac 

ccgatctatt 

taattgctgg 

ttcaggaaag 

tccaaggtga 

aagctgcatc 

taccaaacga 

tagatgctat 



gttatgcgaa 
tgcttctttg 
agaattcaat 
agccaaaatt 
attgattaat 
gttttcctca 
tatcagtttt 
acaagcacat 
gtaataaaat 
aggagtagag 
ggttatcata 
gaaagtgtat 
tctgtgcttc 
acatggttcc 
aaaaacagtc 
gaataaagca 
ctgtaaagaa 
gaatgcagtt 
taaagagatc 
aacggctgtt 
tgacggcccc 
ggttacatta 
catatactta 
atgtgggtta 
aatgacaagc 
aaataaaatt 



cagagtaact 
cctagtgatg 
gtaggtgata 
ataatgaagt 
attgtagagt 
gggtgtcgaa 
ttgcaagaaa 
cctaaacacc 
s^tgggataca 
tttcatgtgt 
actcataatt 
tatgtaccac 
ccaatattga 
ttcagcacat 
ttcactgatc 
ttaaagttca 
aacacggttt 
attctgaaag 
accattgtgg 
atccccaaaa 
aagtttttag 
gtaggcgcta 
catccttcat 
tatgttgtca 
tttgctgaac 
gaaagtaatg 



gggattatca 
catttgtaca 
tcactttctg 
aaaaacatgt 
gttgagcatt 
ggctaggagg 
aaaaggaaaa 
actctgttgg 
atatagcaat 
atcatttatc 
attcatcaag 
tttgggtgat 
ggaatatctt 
tatgccacga 
attcactttt 
ctttcagtga 
taagaggatc 
atttcaagcc 
tgatcacgag 
tttgccagtt 
atttagaaca 
taaaacacga 
taacagaggc 
ctacaaaagt 
cggaagaaaa 
aaatcgatac 



acaagcatca 
atagaattat 
agagttctta 
aactgtgtaa 
taaaatatga 
aataaaatct 
caaaacaaaa 
agcaccaatc 
ggtaacagat 
acaaaaactc 
aaatggtgta 
ctatagaagc 
catacgagaa 
agctatatta 
tggatttgcc 
tgttggccat 
aatagacccc 
caaatcgcat 
attgtttcca 
gaaaccaaaa 
aatgagagaa 
agaagtaaga 
gtttggtaca 
tggaggcata 
ctcacttatt 
ctcaaaattt 



gtcaatttca 
aattaaaaga 
ttacgatata 
ttttattcaa 
aggaagaccg 
gagtagagaa 
taacaccaca 
aacctgagaa 
tttttttacc 
attgaactag 
cgagtattaa 
tcagttttcc 
aacattgaga 
catggccgaa 
gagattggat 
gttatctgtg 
ataaaagtga 
tgtgttaaca 
aataaaggag 
gtgaaatttc 
aagtactttc 
gatgtaatgg 
gttattgtgg 
cccgaagtct 
gatgctgcta 
cacgatgcgg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 
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ttgcaaagat gtacagttgg aatgatattg caagaagaac agaaaatgtt tataattcac 162 0 
ttgatttaga caaactaaac gagtctttac ttcaccgatt acaaagatac tattgttgtg 1680 
gtataatagc aggcaaactt tatgctttat gtgtaatagt ggatattttt attttcgtga 1740 
tactagaatg gttgtatccc gctgatcata tcgataaagc aacaaaatgg ccactggcta 1800 
tcaaggaaga agacgagctg gaagaagaaa catttatttt tccgaacaaa gtaaattag 185 9 



<210> 454 
<211> 452 
<212> PRT 

<213> Candida albicans 
<400> 454 

Met Gly Tyr Asn lie Ala Met Val Thr Asp Phe Phe Tyr Pro Gin Pro 

15 10 15 

Gly Gly Val Glu Phe His Val Tyr His Leu Ser Gin Lys Leu lie Glu 
20 25 30 

Leu Gly His Ser Val Val lie lie Thr His Asn Tyr Ser Ser Arg Asn 
35 40 45 

V. 

Gly Val Arg Val Leu Thr Asn Gly Leu Lys Val Tyr Tyr Val Pro Leu 
50 55 60 

Trp Val lie Tyr Arg Ser Ser Val Phe Pro Thr Val Phe Ser Cys Phe 
65 70 75 80 

Pro lie Leu Arg Asn lie Phe lie Arg Glu Asn lie Glu lie lie His 
85 90 95 

Gly His Gly Ser Phe Ser Thr Leu Cys His Glu Ala lie Leu His Gly 
100 105 110 

Arg Thr Met Gly Leu Lys Thr Val Phe Thr Asp His Ser Leu Phe Gly 
115 120 125 

Phe Ala Glu lie Gly Ser lie Met Gly Asn Lys Ala Leu Lys Phe Thr 
130 135 140 

Phe Ser Asp Val Gly His Val lie Cys Val Ser His Thr Cys Lys Glu 
145 150 155 160 

Asn Thr Val Leu Arg Gly Ser lie Asp Pro lie Lys Val Ser Val lie 

165 170 175 

Pro Asn Ala Val lie Ser Lys Asp Phe Lys Pro Lys Ser His Cys Val 
180 185 190 

Asn Lys Asn Tyr Thr Lys Glu lie Thr lie Val Val lie Thr Arg Leu 
195 200 205 

Phe Pro Asn Lys Gly Ala Asp Leu Leu Thr Ala Val lie Pro Lys lie 
210 215 220 

Cys Gin Leu Lys Pro Lys Val Lys Phe Leu He Ala Gly Asp Gly Pro 
225 230 235 240 
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Lys Phe Leu Asp Leu Glu Gin Met Arg Glu Lys Tyr Phe Leu Gin Glu 

245 250 255 

Arg Val Thr Leu Val Gly Ala lie Lys His Glu Glu Val Arg Asp Val 
260 265 270 

Met Val Gin Gly Asp lie Tyr Leu His Pro Ser Leu Thr Glu Ala Phe 
275 280 285 

Gly Thr Val lie Val Glu Ala Ala Ser Cys Gly Leu Tyr Val Val Thr 
290 295 300 

Thr Lys Val Gly Gly lie Pro Glu Val Leu Pro Asn Glu Met Thr Ser 
305 310 315 320 

Phe Ala Glu Pro Glu Glu Asn Ser Leu lie Asp Ala Ala lie Asp Ala 
325 330 335 

lie Asn Lys lie Glu Ser Asn Glu lie Asp Thr Ser Lys Phe His Asp 
340 345 350 

Ala Val Ala Lys Met Tyr Ser Trp Asn Asp lie Ala Arg Arg Thr Glu 

355 360 365 

Asn Val Tyr Asn Ser Leu Asp Leu Asp Lys Leu Asn Glu Ser Leu Leu 
370 375 380 

His Arg Leu Gin Arg Tyr Tyr Cys Cys Gly lie lie Ala Gly Lys Leu 
385 390 395 400 

Tyr Ala Leu Cys Val lie Val Asp lie Phe lie Phe Val lie Leu Glu 
405 410 415 

Trp Leu Tyr Pro Ala Asp His lie Asp Lys Ala Thr Lys Trp Pro Ser 
420 425 430 

Ala lie Lys Glu Glu Asp Glu Ser Glu Glu Glu Thr Phe lie Phe Pro 
435 440 445 

Asn Lys Val Asn 
450 



<210> 455 
<211> 1231 
<212> DNA 

<213> Candida albicans 



<400> 455 

gatacaattc 

tctagaaata 

cagcctagta 

gtagatttct 

agagagagaa 

caaaacaaga 



acgacctcta 
attgaataat 
actcaagtgt 
cattttgaac 
aaaaaaaaag 
gagacaaaga 



atttccttag 
gatataaata 
tgttacactc 
agcaaatact 
gacacattta 
aagagacaaa 



tgataggtta 
taatgttgtg 
ttgttattat 
gtcgttaata 
cacgtacacc 
gaaaatactt 



atcatgaaat 
aaacttgtgg 
tattattata 
ggaatcagag 
cttaacttga 
tcaacaacga 



atataaaatg 60 
aaaaatttga 120 
tcgtttacaa 180 
gcagaaagaa 24 0 
aggaaaaaaa 3 00 
aagattgaga 3 60 
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tattggtgat 
gaacatttct 
tatacaagaa 
ccgaatcaat 
ctattaacca 
cacttaatta 
caaattatta 
gaatgataga 
tggatcagtt 
gaaagattat 
aagatttgct 
agttccattt 
attgaaaaat 
aggtactaga 
agccttcaaa 



tttcacaaac 
agagtttctt 
catttcaatc 
actttattta 
agtttgatct 
tttacagttc 
tttttagggt 
ttggccactt 
agatttacta 
ttccctgaag 
gaatccaaag 
gttattttgg 
gcccttggat 
ccaattgaag 
tggttatcac 



caaaaaaaaa 
atattccccc 
atgtggattt 
tgagtgattg 
aattactgat 
aagatatatt 
tagataatgc 
tacaaccaac 
cttttgattt 
tcaatggtat 
ctgaattgga 
gtaataagat 
tatataatac 
tgtttatggt 
aatacattta 



gaatacacaa 
caaggtggac 
ttgactggtg 
gttggttggt 
ctgtatatac 
atcatcatta 
tggtaaaact 
attacatcca 
aggtggacat 
tgtcttttta 
aagtttattt 
tgatgttcct 
tactggtaaa 
ttccgttgtt 
a 



cttgtagatt 
aattaataat 
tatgtaatga 
tataatacca 
taaccaaata 
ggattatgga 
actcttttac 
acttcagaag 
caacaagcta 
gtcgatgctg 
agaattgaag 
actgcagtag 
gatactggta 
atgagatctg 



aacagaattt 
aacatttgat 
tttatcttta 
ccactttatt 
tttaccttat 
ataaacatgc 
atatgttaaa 
aattggccat 
gaagattatg 
ctgataccga 
aattgagtca 
gggaaatgga 
aattgcctga 
gatatggtga 



420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1231 



<210> 456 
<211> 190 
<212> PRT 

<213> Candida albicans 



<400> 456 

Met Trp lie Phe Asp Trp Val Gin Asp lie Leu Ser Ser Leu Gly Leu 
15 10 15 

Trp Asn Lys His Ala Lys Leu Leu Phe Leu Gly Leu Asp Asn Ala Gly 
20 25 30 

Lys Thr Thr Leu Leu His Met Leu Lys Asn Asp Arg Leu Ala Thr Leu 
35 40 45 

Gin Pro Thr Leu His Pro Thr Ser Glu Glu Leu Ala lie Gly Ser Val 
50 55 60 



Arg Phe Thr Thr Phe Asp Leu Gly Gly His Gin Gin Ala Arg Arg Leu 

65 70 75 80 

Trp Lys Asp Tyr Phe Pro Glu Val Asn Gly He Val Phe Leu Val Asp 
85 90 95 



Ala Ala Asp Thr 
100 

Leu Phe Arg He 
115 

Asn Lys He Asp 
130 

Ala Leu Gly Leu 

145 

Glu Gly Thr Arg 



Ser Gly Tyr Gly 



Glu Arg Phe Ala 



Glu Glu Leu Ser 
120 

Val Pro Thr Ala 
135 

Tyr Asn Thr Thr 
150 

Pro He Glu Val 
165 

Glu Ala Phe Lys 



Glu Ser Lys Ala 
105 

Gin Val Pro Phe 



Val Gly Glu Met 
140 

Gly Lys Asp Thr 
155 

Phe Met Val Ser 
170 

Trp Leu Ser Gin 



Glu Leu Glu Ser 
110 

Val He Leu Gly 
125 

Glu Leu Lys Asn 



Gly Lys Leu Pro 

160 

Val Val Met Arg 
175 

Tyr He 
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180 



185 



190 



<210> 457 
<211> 899 
<212> DNA 

<213> Candida albicans 



<400> 457 

tatatgacgg 

agcgcgattt 

gaacaccgct 

ttctcaaagt 

ctaccatttt 

ataactctat 

taaagtttta 

gttattaaat 

aagagcaaat 

aagcttctca 

gattgctaag 

ctgctgtctt 

ataacaaaaa 

aattgaacaa 

accaaaactt 



caagtgtctc 
taccagaact 
ttattaggcg 
gatgcgaatt 
cgttacgtat 
atataaggga 
cttttcgatt 
agtatcataa 
ttaatatata 
atctagatct 
aagaggtaac 
agaatatttg 
aaccagaatt 
gctattgggt 
gttgccaaag 



actgttgcat 
agatggcgct 
aagcggtggg 
tcagagaaca 
acttaggcca 
tgaagatgta 
tcaatttcga 
attcttgtct 
atgtccggtg 
gctaaagctg 
tacgcccaga 
gctgctgaaa 
attccaagac 
aatgttacca 
aagtctgcca 



tacgcgatgt 
cgtgatcctg 
cacagctcac 
cattaacctg 
gagattacaa 
tgctttctta 
ctgcatgatg 
ttttacataa 
gtaaaggtgg 
gtttaacatt 
gaattggttc 
ttttagaatt 
atttacaatt 
tcgcccaagg 
agactgccaa 



ttcttttctt 
aaaacgggga 
gcgtaaggtg 
ggggccataa 
catgactact 
gaatttcaaa 
cttttcttag 
gaattaggaa 
taaagctggt 
cccagttggt 
tggtgctcca 
ggctggtaat 
ggccatcaga 
tggtgttttg 
agcttctcaa 



tgttcttgta 
gaaattttga 
ttcccattat 
acgcgacgtg 
aatatcaaac 
catgttccgt 
gtagtttttt 
agtacagaac 
tcagctgcta 
agagtgcaca 
gtctatctaa 
gctgctagag 
aatgatgatg 
ccaaacattc 
gaactgtaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

899 



<210> 458 
<211> 132 
<212> PRT 

<213> Candida albicans 
<400> 458 

Met Ser Gly Gly Lys Gly Gly Lys Ala Gly Ser Ala Ala Lys Ala Ser 
15 10 15 

Gin Ser Arg Ser Ala Lys Ala Gly Leu Thr Phe Pro Val Gly Arg Val 
20 25 30 

His Arg Leu Leu Arg Arg Gly Asn Tyr Ala Gin Arg lie Gly Ser Gly 
35 40 45 

Ala Pro Val Tyr Leu Thr Ala Val Leu Glu Tyr Leu Ala Ala Glu lie 
50 55 60 

Leu Glu Leu Ala Gly Asn Ala Ala Arg Asp Asn Lys Lys Thr Arg lie 
65 70 75 80 

lie Pro Arg His Leu Gin Leu Ala lie Arg Asn Asp Asp Glu Leu Asn 
85 90 95 

Lys Leu Leu Gly Asn Val Thr lie Ala Gin Gly Gly Val Leu Pro Asn 
100 105 110 



lie His Gin Asn Leu Leu Pro Lys Lys Ser Ala Lys Thr Ala Lys Ala 
115 120 125 
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Ser Gin Glu Leu 
130 



<210> 459 

<211> 893 

<212> DNA 

<213> Candida albicans 



<400> 459 

tgaacgggtg 

tccttgttat 

ttgctaatca 

taaaaagaaa 

gataccattc 

ttgaaaatac 

acgctgggcg 

taaatccgac 

actggtaaat 

agagaataat 

ttactctggt 

tatggccatc 

actcttctaa 

tgactgcgaa 

cactcctaat 



caaaatttac 
ttttgtaaat 
agagaacttc 
aaattgaaaa 
ttgacatcat 
agccttaaac 
tgcatcacca 
tggagaaata 
agggctacag 
tgatgaagaa 
gtgcacaaga 
ttcgccatca 
gatggtttcc 
tttgtcccaa 
agcacagcga 



tttaacaccc 
tgagctatgc 
aacaattttc 
agaatcgcga 
caacacacca 
gcaatctcat 
gtgaaaatgc 
gacttctggg 
atgagcagga 
gtagcggtat 
gtgttcatca 
gagagaccgt 
agcaattgtg 
accgtatcac 
tgctgtgagt 



aaaaagtata 
aacataagat 
catcgcagag 
cttccgatta 
tcgcagaccc 
tcgcgttctg 
cgtaccgccc 
tttacacccc 
aaacgttgcc 
gcacagtagc 
tttttttcac 
accacacgtt 
tactatcaga 
cgtcgcattt 
gtgccagtgg 



tgcgtatata 
tcctgcgatg 
acgaaaaaac 
cataacctta 
acgtggccgc 
tggaaattgt 
cgcttccggt 
ggaataatac 
ggaaaaagtt 
ggcggaagta 
ggctaggata 
tagagcagcc 
atgtggacag 
tttgaatttg 
gaacgggtgc 



tatatattta 
taagaactac 
tggaaaaaaa 
tacggagtat 
ttcgtgtgcc 
ctcggactac 
tttgttttta 
taaaaccaaa 
tatttatccg 
ttagcaattt 
tgccatggaa 
aggttgcgaa 
tttaaaaggt 
atcaaagcac 
tga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

893 



<210> 460 

<211> 130 
<212> PRT 

<213> Candida albicans 



<400> 460 
Met Ser Arg Lys 
1 

lie Asp Glu Glu 
20 

lie Phe Thr Leu 
. 35 

Arg lie Cys His 
50 

His Th.r Phe Arg 
65 

Ser Asn Cys Val 



Asn Leu Ser Gin 
100 

Ala Pro Leu Leu 
115 



Thr Leu Pro Glu 
5 

Val Ala Val Cys 



Val Cys Thr Arg 
40 

Gly lie Trp Pro 

55 

Ala Ala Arg Leu 
70 

Leu Ser Glu Cys 
85 

Thr Val Ser Pro 



lie Ala Gin Arg 
120 



Lys Val Tyr Leu 
10 

Thr Val Ala Ala 
25 

Val Phe lie lie 



Ser Ser Pro Ser 
60 

Arg Asn Ser Ser 
75 

Gly Gin Phe Lys 
90 

Ser His Phe Leu 
105 

Cys Cys Glu Cys 



Ser Glu Arg lie 
15 

Glu Val Leu Ala 
30 

Phe Phe Thr Ala 
45 

Glu Arg Pro Tyr 



Lys Met Val Ser 
80 

Arg Leu Thr Ala 
95 

Asn Leu lie Lys 
110 

Ala Ser Gly Asn 
125 



469 



Gly Cys 
130 



<210> 461 
<211> 884 
<212> DNA 

<213> Candida albicans 
<400> 461 

gagtctccgg agttgaccaa gtcatacaat gtgctactga ccaagaaatg gatctgtgta 60 
gttccaagat cgcatgccaa gagtggaccg ccattgatgt taaacattaa ctccacgggg 12 0 
tactgtggta tgatcctcgt taaagacaga gaaaaactag agaacctcac tgaagatcct 180 
catcttgtgg acaagtcgtt actgcaatgc ggtttcccca acacagcagg ccaaaaacca 24 0 
acagagtatc actattaagg tctattagcc atatgtacat tgtctataga tgtgtaactg 300 
cgctgtgatc ttgttttgac caatcaggag cgacgcgctt tttatcgggt caccccggcg 360 
gggggcctga caatttactt tcatagagca gtaataaaag ggaagagatg taaaagcttg 42 0 
gaaaaatagc agtaaaggtt gttgttggac aatttatcag aatattagta actgtaatta 480 
aacgttccag aaagaacaaa atgccacagt cttttacgtc tattgcgaga attggtgact 54 0 
atattttgaa gtcacccgtc ctctccaagt tatgtgttcc agttgccaat cagttcatta 600 
acctcgcagg ttacaagaag ttagggctca aatttgacga cttaattgca gaggaaaatc 660 
ccatcatgca gaccgcttta agaagactcc ctgaagatga atcttatgcc agagcatata 720 
gaataatcag ggctcatcaa accgagttga ctcatcattt actgccaaga aacgaatgga 780 
tcaaagccca agaggatgtt ccttacctgt tgccatacat attagaagct gaagctgcag 84 0 
ctaaggagaa ggacgagtta gacaacatag aggtctccaa atga 8 84 



<210> 462 
<211> 127 
<212> PRT 

<213> Candida albicans 



<400> 462 

Met Pro Gin Ser Phe Thr Ser lie Ala Arg lie Gly Asp Tyr lie Leu 

10 15 



Lys Ser Pro Val Leu Ser Lys Leu Cys Val Pro Val Ala Asn Gin Phe 
20 25 30 

lie Asn Leu Ala Gly Tyr Lys Lys Leu Gly Leu Lys Phe Asp Asp Leu 
35 40 45 - 

lie Ala Glu Glu Asn Pro lie Met Gin Thr Ala Leu Arg Arg Leu Pro 
50 55 60 

Glu Asp Glu Ser Tyr Ala Arg Ala Tyr Arg lie lie Arg Ala His Gin 
65 70 75 80 

Thr Glu Leu Thr His His Leu Leu Pro Arg Asn Glu Trp lie Lys Ala 
85 90 95 

Gin Glu Asp Val Pro Tyr Leu Leu Pro Tyr lie Leu Glu Ala Glu Ala 
100 105 110 



Ala Ala Lys 



Glu Lys 



Asp Glu Leu Asp 



Asn lie Glu Val Ser Lys 
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115 



120 



125 



<210> 463 
<211> 1025 
<212> DNA 

<213> Candida albicans 



<400> 463 

tccttacttt 

tttttaattg 

gtgtagccta 

gtcgtataga 

ttttaaacat 

caccgccttc 

gctaggatac 

gaggcattca 

tacaaaaata 

tcgagaaatt 

ccaaggtttt 

tcagaacttt 

caaaggctga 

gaaacttctc 

tcaagtatga 

caggtgctag 

caactaagga 

aataa 



agtctattat 
tgaaggaaca 
atgtttaatg 
catctatata 
ccgtacaacg 
tttttatttt 
caaattgaaa 
tttcgtgtat 
cgcgtccaag 
ggtcttgaac 
agaacaatta 
cggtatcaga 
agaaattttg 
tgctaccggt 
cccatccatc 
agtcactaga 
agacaccgtc 



caatatctct 
attcaagtta 
cctaattttt 
taacaagcac 
agaacccata 
tatccgaaga 
cttggacata 
tataacgttt 
atgtctacta 
atctccgttg 
tctggtcaaa 
agaaacgaaa 
gaaagaggtt 
aacttcggtt 
ggtattttcg 
agaaagagat 
tcttggttca 



tccccctcct 
gaactctttt 
ttctaaaatg 
agaaccgtct 
cattactttt 
tcttttggaa 
actcatcatt 
agcatcagtt 
aagcccaaaa 
gtgaatctgg 
ctccagttca 
aaattgctgt 
tgaaggtcaa 
tcggtattga 
gtatggattt 
gtaagggtac 
agcaaaagta 



aaatatgtac 
gataggaaac 
cagcaacata 
aattggtatt 
tttaatattc 
cccgctctgc 
aaagaagtat 
acccttgaaa 
ccctatgcgt 
tgacagatta 
atccaaggcc 
tcacgttacc 
ggaataccaa 
cgaacacatt 
ctatgtcgtc 
tgttggtaac 
cgacgctgat 



tcttttattt 
attatttcct 
catatgttga 
tttcaggaca 
tttttgtttt 
gaatagcgaa 
actgttaaga 
gcccaacata 
gatttgaaga 
accagagcct 
agatacactg 
gtcagaggtc 
ttgagagaca 
gacttgggta 
atgaacagac 
tcccacaaga 
gtgctcgata 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1025 



<210> 464 
<211> 174 
<212> PRT 

<213> Candida albicans 
<400> 464 

Met Ser Thr Lys Ala Gin Asn Pro Met Arg Asp Leu Lys lie Glu Lys 
1 5 10 15 

Leu Val Leu Asn lie Ser Val Gly Glu Ser Gly Asp Arg Leu Thr Arg 
20 25 30 

Ala Ser Lys Val Leu Glu Gin Leu Ser Gly Gin Thr Pro Val Gin Ser 
35 40 45 

Lys Ala Arg Tyr Thr Val Arg Thr Phe Gly lie Arg Arg Asn Glu Lys 
50 55 60 

lie Ala Val His Val Thr Val Arg Gly Pro Lys Ala Glu Glu He Leu 
65 70 75 80 

Glu Arg Gly Leu Lys Val Lys Glu Tyr Gin Leu Arg Asp Arg Asn Phe 
85 90 95 

Ser Ala Thr Gly Asn Phe Gly Phe Gly He Asp Glu His He Asp Leu 
100 105 110 



471 



Gly He Lys Tyr Asp Pro Ser He 
115 120 

Val Val Met Asn Arg Pro Gly Ala 
130 135 

Lys Gly Thr Val Gly Asn Ser His 
145 150 

Ser Trp Phe Lys Gin Lys Tyr Asp 
165 



Gly lie Phe Gly Met Asp Phe Tyr 
125 

Arg Val Thr Arg Arg Lys Arg Cys 
140 

Lys Thr Thr Lys Glu Asp Thr Val 
155 160 

Ala Asp Val Leu Asp Lys 
170 



<210> 465 
<211> 1298 
<212> DNA 

<213> Candida albicans 
<400> 465 

gcaacattac cactttgtac ggagcgtcag 
cagtacgata acttctgtct gagatacgct 
ggataattag cagcaattga acacaaggga 
agttgctgtg aaccctttag taactattaa 
caataacagt ttttctatat gagaaaaaaa 
tacgattatt acactgacta tgctgcagtt 
cgaaagaaag aaagaacgct atttcttata 
aataaaaagg gtaaaaagtc attgataata 
cgaactgtaa agttaaagca atggtgttcg 
tatcatgttg tatttccaaa actgtgcaag 
tttcgttcga caaagagagt aactgggata 
ttatatcatc cgttgacagt gctatcgctg 
acaacttgat gattgacgaa gaatacccat 
gtttaactgt tcatgacgat tcgcctttga 
aacaatttac tgtggatgaa ttacctgaaa 
tagatgataa aagcatcgtt ttgttcaagt 
tagatgaatt tattgattct tgcttatcgt 
ctgtggttat taactctctt ggttgggctt 
caacagaaga gactttgagc catcatgata 
ttttaagctc catctggact gaaggactac 
tgttcatttt gattgttgca ctttcttgga 
tggaaaaatc aacaaaccca ataaaaaaaa 



aaagaacgca cctcatcatt attatgagaa 60 
tcgttgttat aatacaagtg aaaccgccac 12 0 
tatcatttgt gtgacctttg ttcctctcat 180 
tgtttatttc atgagactag tcaaaacatt 240 
aaaaaaaaaa aaaaaatgaa aaagcaacag 300 
tccgcaatag caaaattgtg tcacattaca 360 
agagcaaact gttgataagt ttatagcaag 420 
accactgctg tgactatata taataagaat 480 
gtcagctgta tgcccttttc atcttcacgt 540 
cagattcatc caaggaaagc tcttccttta 600 
ccatcagcac tatatcttca acggcagatg 660 
tttttgaatt tgacaatttc tcattattgg 720 
tcttcaatag attctttgcc aatgatgtca 780 
acatctctca atcattatct cccattatgg 840 
gtgcctctga cttactatat gaatactcct 900 
ttacctcgga tgcctacgat ttgaaaaaat 960 
ttttggaaga taaatctggc gacaatttga 1020 
ttgaagatga agatggtgac gatgaatatg 1080 
acaacaaggg taaagaaggc gacgatgata 114 0 
taatgtgttt aatagtttct gcgttgctat 12 0 0 
tatctaattt ggatatcaca tatggtgcgt 12 60 
acaattaa 12 98 



<210> 466 
<211> 265 
<212> PRT 

<213> Candida albicans 
<400> 466 

Met Val Phe Gly Gin Leu Tyr Ala Leu Phe He Phe Thr Leu Ser Cys 
15 10 15 

Cys He Ser Lys Thr Val Gin Ala Asp Ser Ser Lys Glu Ser Ser Ser 
20 25 30 

Phe He Ser Phe Asp Lys Glu Ser Asn Trp Asp Thr He Ser Thr He 



472 



35 40 45 

Ser Ser Thr Ala Asp Val lie Ser Ser Val Asp Ser Ala lie Ala Val 
SO 55 60 

Phe Glu Phe Asp Asn Phe Ser Leu Leu Asp Asn Leu Met lie Asp Glu 
65 70 75 80 

Glu Tyr Pro Phe Phe Asn Arg Phe Phe Ala Asn Asp Val Ser Leu Thr 
85 90 95 

Val His Asp Asp Ser Pro Leu Asn lie Ser Gin Ser Leu Ser Pro lie 
100 105 110 

Met Glu Gin Phe Thr Val Asp Glu Leu Pro Glu Ser Ala Ser Asp Leu 
115 120 125 

Leu Tyr Glu Tyr Ser Leu Asp Asp Lys Ser lie Val Leu Phe Lys Phe 
130 135 140 

Thr Ser Asp Ala Tyr Asp Leu Lys Lys Leu Asp Glu Phe lie Asp Ser 
145 150 155 160 

Cys Leu Ser Phe Leu Glu Asp Lys Ser Gly Asp Asn Leu Thr Val Val 
165 170 175 

lie Asn Ser Leu Gly Trp Ala Phe Glu Asp Glu Asp Gly Asp Asp Glu 
180 185 190 

Tyr Ala Thr Glu Glu Thr Leu Ser His His Asp Asn Asn Lys Gly Lys 
195 200 205 

Glu Gly Asp Asp Asp lie Leu Ser Ser lie Trp Thr Glu Gly Leu Leu 
210 215 220 

Met Cys Leu lie Val Ser Ala Leu Leu Leu Phe lie Leu lie Val Ala 
225 230 235 240 

Leu Ser Trp lie Ser Asn Leu Asp lie Thr Tyr Gly Ala Leu Glu Lys 
245 250 255 

Ser Thr Asn Pro lie Lys Lys Asn Asn 
260 265 



<210> 467 
<211> 854 
<212> DNA 

<213> Candida albicans 

<400> 467 

ccaagtatca tgggctttgg aaattagttt 
cttatgaaat tggtgacagc agctctatga 
taacaatgca taaattatga gtagtctttt 
aacgctgttt ttgttggtac tatctttgca 
actgctatta cttcatggta cgagaatcac 



cccaccgatg agcgcaacga cttagcgaag 60 
atatgttcca tgcgtttcca ttcaggttac 12 0 
tcatcactat ataaaacctt tttcaaacga 18 0 
ggtgcctttg ttttccaaac tgtatttgat 24 0 
aacaaaggaa aattatggaa agatgtcaag 30 0 



473 



gctcgaatag 
atatacgtgc 
ttattttttt 
tcatattttg 
gacacgaacg 
ctaaaggaaa 
gtacatatct 
tagcattttc 
aattgatcct 
atgtaagcct 



ctgcaggcga 
aaacgctctc 
attttggctg 
acacaaatct 
agcctgtctg 
aagagaatta 
ataccaagca 
ttggtatcct 
gatggtgtgt 
ttga 



tggagacgac 
tctctctctc 
gttgttcatg 
atgtctcgcc 
tcagatgttc 
ggaaaaagaa 
agtatagtgc 
ttgaatctta 
ttagatttcg 



gatgatgagt 
aagctatata 
ttcaacccaa 
aaagcgcatt 
acaaaatcct 
taactcattt 
aatactgttc 
tatacaagta 
ccagaagcgg 



aaacgctgat 
agtggcactc 
cctcataaag 
caaatttcag 
tattataatt 
tatgtatata 
ttcgacgtta 
cgagtacata 
siggcgttctg 



tatgtcacac 
gtcttattta 
gcactcaact 
aatggaaata 
ttatattcta 
catatatttt 
ttaaacgtaa 
ctgcgcagta 
gattctggag 



360 
420 
480 
540 
600 
660 
720 
780 
840 
854 



<210> 468 
<211> 117 
<212> PRT 

<213> Candida albicans 
<400> 468 

Met Ser Arg Gin Ser Ala Phe Lys Phe Gin Asn Gly Asn Arg His Glu 
15 10 15 

Arg Ala Cys Leu Ser Asp Val His Lys lie Leu lie lie lie Leu Tyr 
20 25 30 

Ser Thr Lys Gly Lys Arg Glu Leu Gly Lys Arg lie Thr His Phe Met 
35 40 45 

Tyr lie His lie Phe Cys Thr Tyr Leu Tyr Gin Ala Ser He Val Gin 
50 55 60 

Tyr Cys Ser Ser Thr Leu Leu Asn Val He Ala Phe Ser Trp Tyr Pro 
65 70 75 , 80 

Leu Asn Leu lie Tyr Lys Tyr Glu Tyr He Leu Arg Ser Lys Leu He 
85 90 95 

Leu Met Val Cys Leu Asp Phe Ala Arg Ser Gly Gly Val Leu Asp Ser 
100 105 110 



Gly Asp Val Ser Leu 
115 



<210> 469 
<211> 914 
<212> DNA 

<213> Candida albicans 
<400> 469 

aaatacaaat ccaagaaacc tcgatgagga 
gcgagagatt tggtagattc aagccctcta 
aaaaacttat acattattaa acatttgcgc 
gaagtaatac caacctaatt acaaatactt 
gcgaaggcaa cttttgaact ccccagttgt 
aacgcgggga agtcaatgcc gaaagaattc 
ctttccctaa tgacatcccc tctcaaactt 



tgactctgat gataatgatg actctgatga 60 
ctatgtttta tagttgacat atttgtatat 120 
gtcgattgac ttttatttat tattaacaaa 180 
cgaagtgact atcataagtt tccttatcta 240 
taatatgtat cattatacac gacccaatca 3 00 
taggacctaa aagctgctca atccttgggc 360 
tagcttagca gttgtattta atgtcctgtc 42 0 



474 



acggatagtc aataatcgtt gaaggttgat tttcatatcc ttcgcaattt cgtaaagcaa 4 80 

caatagcaat acggactaaa atggtatgtt ggtgtgtgtg tgtgctgctt cacatttcag 54 0 

gctaaaaatg ttatccgtgg aatcttcctt agccaagtat catgggcttt ggaaattagt 600 

ttcccaccga tgagcgcaac gacttagcga agcttatgaa attggtgaca gcagctctat 660 

gaatatgttc catgcgtttc cattcaggtt actaacaatg cataaattat gagtagtctt 720 

tttcatcact atataaaacc tttttcaaac gaaacgctgt ttttgttggt actatctttg 780 

caggtgcctt tgttttccaa actgtatttg atactgctat tacttcatgg tacgagaatc 840 

acaacaaagg aaaattatgg aaagatgtca aggctcgaat agctgcaggc gatggagacg 90 0 

acgatgatga gtaa ^^'^ 



<210> 470 
<211> 66 
<212> PRT 

<213> Candida albicans 
<400> 470 

Met Ser Phe Ser Ser Leu Tyr Lys Thr Phe Phe Lys Arg Asn Ala Val 
15 10 15 

Phe Val Gly Thr lie Phe Ala Gly Ala Phe Val Phe Gin Thr Val Phe 
20 25 30 

Asp Thr Ala lie Thr Ser Trp Tyr Glu Asn His Asn Lys Gly Lys Leu 
35 40 45 

Trp Lys Asp Val Lys Ala Arg lie Ala Ala Gly Asp Gly Asp Asp Asp 
50 55 60 

Asp Glu 
65 



<210> 471 
<211> 1004 

<212> DNA 

<213> Candida albicans 
<400> 471 

gggcttttcc agtgccgcgg cctcgagatc 
tctaacacat tgaagggcct aggcccgctg 
cttttctcgg tcttttcttg ctcccacagg 
ttggacttat gataacgatg tttgtccggg 
tctagtctgt ttgcatccat caaggcactg 
tcatcaatca tatctaaact cacagccgct 
gccggctcgt ctttggtcat gcgccaatac 
gcttcaacct tagagctgat accttttgcc 
tcactgctgc tttcgctttc atgacttcgt 
acacacttgt agcctgctat gctttcaccg 
gtaccaacgc cctttctttt cttttttttc 
ggtacaagcc gtatggtgct tttttgctca 
gaccaatcgc atgggtggtg gtggatgttg 
ctcctgcgct ttctgacgaa aattggcctt 
tcgctgttca tataatcgtc gtcactcata 
agagagtttc attgaaaagt agtgaagaaa 
aaagcttaca tacggaaaga gaaaaaaaaa 



caggcaccag gaactaggca cgctgtgtat 60 
acgtggggtc tagttccact ttttcattac 120 
ccgttaatgg cctgaaacag ttttgtgact 180 
tgccaccgga ttctatcgcg gcgaatcaag 240 
ctcattgtgt aaaattgttc tacgcttttg 300 
agggtaggtg tgcctggcag tggtaaggta 3 60 
tgtcgaacgg cccgcgcgta gcgttcttcg 42 0 
tggtcaaagg cgaaaacgtc tacctcgctt 480 
ttcaagcggt ctctttcgct ctcggttgta 540 
tactcgaaaa gcgtagcctc atgactagtt 600 
tcttgacact tcggcgtatt catcgccact 660 
ttttcgtttt gacgttgcga tggtttcgcg 720 
tctttgctag ttgcaacgta gtcttcttct 780 
acgtatcttt tttcggcgtc gttgtcgtca 84 0 
tcggcgcttt tactgcatgc tgtcttttga 90 0 
aaaaaaaaaa aaaaaaaaaa aaaaaggaaa 96 0 
aaaagaaatt ttaa 1004 



475 



<210> 472 
<211> 167 
<212> PRT 

<213> Candida albicans 



<400> 472 
Met Thr Ser Phe 
1 

Val Ala Cys Tyr 
20 

Ser Cys Thr Asn 
35 

Arg lie His Arg 
50 

Phe Val Leu Thr 
65 

Val Asp Val Val 



Leu Ser Asp Glu 
100 

Val lie Ala Val 

115 

Ala Cys Cys Leu 
130 

Lys Lys Lys Lys 
145 

Glu Lys Lys Lys 



Gin Ala Val Ser 
5 

Ala Phe Thr Val 



Ala Leu Ser Phe 
40 

His Trp Tyr Lys 
55 

Leu Arg Trp Phe 
70 

Phe Ala Ser Cys 
85 

Asn Trp Pro Tyr 



His lie lie Val 
120 

Leu Lys Arg Val 
135 

Lys Lys Lys Lys 
150 

Lys Lys Phe 
165 



Phe Ala Leu Gly 
10 

Leu Glu Lys Arg 
25 

Leu Phe Phe Leu 



Pro Tyr Gly Ala 
60 

Arg Gly Pro lie 
75 

Asn Val Val Phe 
90 

Val Ser Phe Phe 
105 

Val Thr His He 



Ser Leu Lys Ser 
140 

Glu Lys Ser Leu 
155 



Cys Asn Thr Leu 
15 

Ser Leu Met Thr 
30 

Leu Thr Leu Arg 
45 

Phe Leu Leu lie 



Ala Trp Val Val 
80 

Phe Ser Pro Ala 
95 

Gly Val Val Val 
110 

Gly Ala Phe Thr 
125 

Ser Glu Glu Lys 



His Thr Glu Arg 
160 



<210> 473 
<211> 1343 
<212> DNA 

<213> Candida albicans 
<400> 473 

tcttatcttg tatgcccgat atagcaacct tgttggtacc aatctaacgg tttccgtact 60 
ttgcaatgaa gagatgagga ggcatgggtc acttatttaa tatgtacggg tgtttacatg 120 
gagttgcttt ctttttttgt ctcagcagtc attgtgcgcc aaaaaaagag aaaaccgtga 180 
gccgaagtcc acgctctgga gttaggctct cccattacgg agagaagcat ttcctcagcc 240 
tgggagcccc gttggaacag tcaggctaaa ctgggccttc ctacccactg cttgctgttt 300 
ctcactggac gcacaagggg attttctttc taccttcggc ttgcctcact gcgttggggc 3 60 
ttcccaatgc aacttcgttc gtatgcatac aatcttttag atattatctt ttaaaattat 420 
tttaaaacaa ttttaaatgt atctcatatg cttttcttct gctgttgaaa aggctaaaca 480 



476 



aagaagatca 
gagaaaattg 
accacacgta 
tggtgagcaa 
tgatgctgtg 
tcgttcgttt 
ctatttcgtg 
tctcctatga 
agggtactaa 
agaccttgaa 
gattggactc 
ttgaagatgg 
agaaggccgt 
caaacggtac 
ctaacagaat 



ataagataaa 
agaggaagat 
aataaactat 
cgtaattatc 
gaagttgttc 
ttctgctcag 
ctccacgtcg 
atttactttt 
tggtaagaag 
gttggctaga 
atacaaggtc 
taacattttg 
caaggaatta 
caagaaggct 
cggttacatt 



atggctccat 
agatgggaac 
ccgacgacaa 
gggctcaaca 
tttttactac 
attcaagaaa 
aggtatcaag 
tgtatagcta 
gctttgaagg 
gctccaaaat 
attgagcaac 
gttttccaag 
tacgaagttg 
tacgttagat 
taa 



ctggtatgtg 
tagtagagtt 
gaatagtgca 
gtttattagc 
caacagccat 
attattccat 
gaacatagtt 
aggctactgc 
tcagaacttc 
atgcttccaa 
caatcacttc 
tttccatgaa 
acgtattgaa 
tgactgctga 



aactgcaata 
gatattgatg 
ttaaggactt 
aatcgttttg 
taacaaatcc 
cctcattata 
tactaacatt 
cgctaagaaa 
tgctaccttc 
ggctgttcca 
tgaaaccgct 
agctaacaaa 
ggttaacact 
ctacgatgct 



ttaatagcac 
agatacgaaa 
gattaagata 
atagaagcgt 
attagagtgt 
cttttttctt 
aacgaattca 
gctgtcgtta 
agactaccaa 
cattacaaca 
atgaagaagg 
taccaaatca 
ttggttagac 
ttggacattg 



540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1343 



<210> 474 
<211> 142 
<212> PRT 

<213> Candida albicans 
<400> 474 

Met Ala Pro Ser Ala Lys Ala Thr Ala Ala Lys Lys Ala Val Val Lys 
1 5 10 15 

Gly Thr Asn Gly Lys Lys Ala Leu Lys Val Arg Thr Ser Ala Thr Phe 
20 25 30 

Arg Leu Pro Lys Thr Leu Lys Leu Ala Arg Ala Pro Lys Tyr Ala Ser 
35 40 45 

Lys Ala Val Pro His Tyr Asn Arg Leu Asp Ser Tyr Lys Val lie Glu 
50 55 60 

Gin Pro He Thr Ser Glu Thr Ala Met Lys Lys Val Glu Asp Gly Asn 
65 70 75 80 

He Leu Val Phe Gin Val Ser Met Lys Ala Asn Lys Tyr Gin He Lys 
85 90 95 

Lys Ala Val Lys Glu Leu Tyr Glu Val Asp Val Leu Lys Val Asn Thr 
100 105 110 

Leu Val Arg Pro Asn Gly Thr Lys Lys Ala Tyr Val Arg Leu Thr Ala 
115 120 125 

Asp Tyr Asp Ala Leu Asp He Ala Asn Arg He Gly Tyr lie 
130 135 140 



<210> 475 
<211> 429 
<212> DNA 

<213> Candida albicans 



477 



<400> 475 

cttatagcaa 

aaaaaggctt 

accagatctc 

aaaatcattg 

actttggttt 

gaattatacg 

aaagcttaca 

tacatctaa 



ctactaaagc 
taaaagttag 
caaaatacca 
ttgctccaat 
tccaagttga 
atgttgatgc 
tcagattaac 



ttcagctgct 
aactagtact 
aagaaaatca 
tgccactgaa 
catcaaatcc 
cttatacgtt 
ctctgactac 



aaaaaagctg 
actttcagat 
gtcccacact 
actgctatga 
aacaaacacc 
aacactttga 
gatgctttgg 



ctttgaaagg 
taccaaaaac 
acaacagatt 
aaaaagtcga 
aaatcaaatc 
tcagacctaa 
atattgctaa 



tgttaacggt 60 
cttaaaatta 120 
ggatgcccac 180 
agatggtaac 24 0 
tgctgttaaa 300 
cggtaccaag 360 
cagaatcggt 42 0 
429 



<210> 476 
<211> 142 
<212> PRT 

<213> Candida albicans 



<400> 476 

Leu lie Ala Thr Thr Lys Ala 

1 5 



Ser Ala Ala Lys Lys Ala 

10 



Ala Leu Lys 

15 



Gly Val Asn Gly Lys Lys Ala 
20 



Leu Lys Val Arg Thr Ser 
25 



Thr Thr Phe 
30 



Arg Leu Pro Lys Thr Leu Lys 
35 



Leu Thr Arg Ser Pro Lys 
40 45 



Tyr Gin Arg 



Lys Ser Val Pro His Tyr Asn 
50 55 



Arg Leu Asp Ala 



His Lys 
60 



lie lie Val 



Ala Pro lie Ala Thr Glu Thr 
65 70 



Ala Met Lys Lys 
75 



Val Glu 



Asp Gly Asn 
80 



Thr Leu Val Phe Gin Val Asp 
85 

Ser Ala Val Lys Glu Leu Tyr 
100 



lie Lys Ser Asn Lys His 
90 

Asp Val Asp Ala Leu Tyr 
105 



Gin lie Lys 
95 

Val Asn Thr 
110 



Leu lie Arg Pro Asn Gly Thr 
115 



Lys Lys Ala Tyr 
120 



lie Arg 

125 



Leu Thr Ser 



Asp Tyr Asp Ala Leu Asp lie 
130 135 



Ala Asn Arg lie 



Gly Tyr 
140 



He 



<210> 477 
<211> 117 
<212> DNA 

<213> Candida albicans 



<400> 477 

ttagataccc aacttagttc ttctccagtg tcttctttta gcattgtatc tgattttgtt 60 
gtcagttctc aatctgatcc attgtggcaa tggtctgttt tgcttttgag ccttagc 117 



<210> 478 



478 



<211> 39 
<212> PRT 

<213> Candida albicans 
<400> 478 

Leu Asp Thr Gin Deu Ser Ser Ser Pro Val Ser Ser Phe Ser lie Val 
15 10 15 

Ser Asp Phe Val Val Ser Ser Gin Ser Asp Pro Leu Trp Gin Trp Ser 
20 25 30 

Val Leu Leu Leu Ser Leu Ser 
35 



<210> 479 
<211> 198 
<212> DNA 

<213> Candida albicans 
<400> 479 

atgttgacag tccttggtcg tttacttgaa agaaactcaa tctacgttgc cactatcttt 60 
ggcggtgctt ttgctttcca aggttttttc gatgttgcag tgaacaaatg gtgggaggaa 12 0 
cacaacaaag ctaaattatg gaaaaacgtc aaaggaaaat tccttgaagg tgaaggtgaa 180 
gaagaagatg acgaataa 198 



<210> 480 
<211> 65 
<212> PRT 

<213> Candida albicans 
<400> 480 

Met Leu Thr Val Leu Gly Arg Leu Leu Glu Arg Asn Ser lie Tyr Val 
1 5 10 15 

Ala Thr lie Phe Gly Gly Ala Phe Ala Phe Gin Gly Phe Phe Asp Val 
20 25 30 

Ala Val Asn Lys Trp Trp Glu Glu His Asn Lys Ala Lys Leu Trp Lys 
35 40 45 

Asn Val Lys Gly Lys Phe Leu Glu Gly Glu Gly Glu Glu Glu Asp Asp 
50 55 60 

Glu 
65 



<210> 481 

<211> 457 
<212> DNA 

<213> Candida albicans 



<400> 481 



479 



atggttcaat ctatgacatc tgtcgttaag gcagctaatt tcattttagc aagaccaaca 60 
ttatcaaaaa tcattacacc acttgctcaa aaattcactg cttatgcagg gtatagagaa 12 0 
atgggattaa aattcaatga tttacttctt gaagaaaccc caattatgca aactgctatt 18 0 
aaaagattac cttcagaatt aaattattca agaaatttta gaattcttac tgctcatcaa 24 0 
ttagctttat ctcatcaatt attaccagct gaaaaagctg ttaaacctga agaagatgat 300 
aattatttga ttccttatat tttagaagct gaaaaggaag cttttgaaaa agctgtattg 360 
gggaatattg acgctagtgc gattgtaatt aatacgacga ataagaaacg gacgaggaag 420 
aggaagaaga tgagaaggtc aaacattgaa atatgaa 457 



<210> 482 
<211> 151 
<212> PRT 

<213> Candida albicans 

<400> 482 

Met Val Gin Ser Met Thr Ser Val Val Lys Ala Ala Asn Phe He Leu 
1 5 10 15 

r 

Ala Arg Pro Thr Leu Ser Lys He He Thr Pro Leu Ala Gin Lys Phe 
20 25 30 

Thr Ala Tyr Ala Gly Tyr Arg Glu Met Gly Leu Lys Phe Asn Asp Leu 
35 40 45 

Leu Leu Glu Glu Thr Pro He Met Gin Thr Ala He Lys Arg Leu Pro 
50 55 60 

Ser Glu Leu Asn Tyr Ser Arg Asn Phe Arg He Leu Thr Ala His Gin 
65 70 75 80 

Leu Ala Leu Ser His Gin Leu Leu Pro Ala Glu Lys Ala Val Lys Pro 
85 90 95 

Glu Glu Asp Asp Asn Tyr Leu He Pro Tyr He Leu Glu Ala Glu Lys 
100 105 110 

Glu Ala Phe Glu Lys Ala Val Leu Gly Asn He Asp Ala Ser Ala He 
115 120 125 

Val He Asn Thr Thr Asn Lys Lys Arg Thr Arg Lys Arg Lys Lys Met 
130 135 140 

Arg Arg Ser Asn He Glu lie 
145 150 



<210> 483 
<211> 399 
<212> DNA 

<213> Candida albicans 



<400> 483 

ctacaattct tgagaagcct taacaccacc 
atggatgttt ggtaacacac caccttgggc 
ttcttcatca tttctgatgg ccaattgtaa 



tttacctgat ttctttggca acaagttttg 60 
gatggtgaca tcacccaaca atttgtttaa 120 
gtgtcttggg attattctgg atttcttgtt 180 
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480 



gtctctggca gcgttaccag ctaattccaa 
agtcaagtac actggagcac cagaaccgat 
tctgtggact ctaccgactg ggaaagtcaa 
tttttcggaa gttcctgctt tacctttacc 



aatttcagca gctaaatatt ccaagactga 240 
tctctgagcg tagttacctt ttcttaacaa 3 00 
accagctttg gctgatcttg aagttgaagc 360 
acctgacat 3 99 



<210> 484 
<211> 132 
.<212> PRT 

<213> Candida albicans 



<400> 484 
Met Ser Gly Gly 
1 

Ser Arg Ser Ala 
20 

Arg Leu Leu Arg 
35 

Pro Val Tyr Leu 
50 

Glu Leu Ala Gly 

65 

Pro Arg His Leu 



Leu Leu Gly Asp 
100 

His Gin Asn Leu 
115 



Lys Gly Lys Ala 
5 

Lys Ala Gly Leu 



Lys Gly Asn Tyr 
40 

Thr Ser Val Leu 
55 

Asn Ala Ala Arg 
70 

Gin Leu Ala lie 
85 

Val Thr lie Ala 



Leu Pro Lys Lys 
120 



Gly Thr Ser Glu 
10 

Thr Phe Pro Val 
25 

Ala Gin Arg lie 



Glu Tyr Leu Ala 
60 

Asp Asn Lys Lys 
75 

Arg Asn Asp Glu 
90 

Gin Gly Gly Val 
105 

Ser Gly Lys Gly 



Lys Ala Ser Thr 
15 

Gly Arg Val His 
30 

Gly Ser Gly Ala 
45 

Ala Glu lie Leu 



Ser Arg lie lie 

80 

Glu Leu Asn Lys 
95 

Leu Pro Asn lie 
110 

Gly Val Lys Ala 
125 



Ser Gin Glu Leu 
130 
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